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Sequences producing High-scoring Segment Pairs: Frame 

1 P_AAA4 9564 Human PR0357 cDNA. + 

2 P_AAA4 6922 cDNA encoding novel polypeptide PR0357. + 

3 P_AAX80056 Human PR0357 nucleotide sequence. + 

4 P_AAX87261 cDNA clone encoding human PR0357, amplif + 

5 P_AAA58765 cDNA encoding a leucine-rich surface gly + 

6 AC012676 Homo sapiens chromosome 16 clone RP11-29 + 

7 AC005222 Homo sapiens chromosome 16, cosmid clone + 

8 P_AAF4 4105 Human PR01282 (UNQ652) nucleotide sequen + 

9 P_AAF92065 Human PR01282 cDNA. + 

10 P_AAZ64 959 Membrane-bound protein PR01282 encoding + 

11 AX092284 Sequence 15 from Patent WO0116318. + 
12, P AAC69514 Human secreted protein gene 3 clone HSYA + 
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>1 P_AAA49564 Human PR0357 cDNA. (2555 bp) [1 seg] 

Score = 2555 (5065 bits), Expect = 0.0 . 

Identities = 2555/2555 (100%), at 1,1-2555,2555, Strand +/+ 

DNA4 4804 1 GGGGCGGGTGGACGCGGACTCGAACGCAGTTGCTTCGGGACCCAGGACCCCCTCGGGCCC 

P_AAA4 9564 1 GGGGCGGGTGGACGCGGACTCGAACGCAGTTGCTTCGGGACCCAGGACCCCCTCGGGCCC 

DNA4 4 804 61 GACCCGCCAGGAAAGACTGAGGCCGCGGCCTGCCCCGCCCGGCTCCCTGCGCCGCCGCCG 

P_AAA4 9564 61 GACCCGCCAGGAAAGACTGAGGCCGCGGCCTGCCCCGCCCGGCTCCCTGCGCCGCCGCCG 

DNA4 4 804 121 CCTCCCGGGACAGAAGATGTGCTCCAGGGTCCCTCTGCTGCTGCCGCTGCTCCTGCTACT 
★★★★★★★it**************************************************** 

P_AAA4 9564 121 CCTCCCGGGACAGAAGATGTGCTCCAGGGTCCCTCTGCTGCTGCCGCTGCTCCTGCTACT 

DNA4 4 804 181 GGCCCTGGGGCCTGGGGTGCAGGGCTGCCCATCCGGCTGCCAGTGCAGCCAGCCACAGAC 

P_AAA4 9564 181 GGCCCTGGGGCCTGGGGTGCAGGGCTGCCCATCCGGCTGCCAGTGCAGCCAGCCACAGAC 

DNA4 4 804 241 AGTCTTCTGCACTGCCCGCCAGGGGACCACGGTGCCCCGAGACGTGCCACCCGACACGGT 

P_AAA4 9564 241 AGTCTTCTGCACTGCCCGCCAGGGGACCACGGTGCCCCGAGACGTGCCACCCGACACGGT 

DNA4 4 804 301 GGGGCTGTACGTCTTTGAGAACGGCATCACCATGCTCGACGCAAGCAGCTTTGCCGGCCT 

P_AAA4 9564 301 GGGGCTGTACGTCTTTGAGAACGGCATCACCATGCTCGACGCAAGCAGCTTTGCCGGCCT 

DNA4 4 804 361 GCCGGGCCTGCAGCTCCTGGACCTGTCACAGAACCAGATCGCCAGCCTGCGCCTGCCCCG 

P AAA4 9564 361 GCCGGGCCTGCAGCTCCTGGACCTGTCACAGAACCAGATCGCCAGCCTGCGCCTGCCCCG 



DNA4 4 804 421 CCTGCTGCTGCTGGACCTCAGCCACAACAGCCTCCTGGCCCTGGAGCCCGGCATCCTGGA 
P AAA4 9564 421 CCTGCTGCTGCTGGACGTCAGCCACAACAGCCTCCTGGCCCTGGAGCCCGGCATCCTGGA 



DNA44804 



4 81 CACTGCCAACGTGGAGGCGCTGCGGCTGGCTGGTCTGGGGCTGCAGCAGCTGGACGAGGG 



P_AAA4 9564 481 CACTGCCAACGTGGAGGCGCTGCGGCTGGCTGGTCTGGGGCTGCAGCAGCTGGACGAGGG 

DNA4 4 804 541 GCTCTTCAGCCGCTTGCGCAACCTCCACGACCTGGATGTGTCCGACAACCAGCTGGAGCG 

P_AAA4 9564 541 GCTCTTCAGCCGCTTGCGCAACCTCCACGACCTGGATGTGTCCGACAACCAGCTGGAGCG 

DNA4 4804 601 AGTGCCACCTGTGATCCGAGGCCTCCGGGGCCTGACGCGCCTGCGGCTGGCCGGCAACAC 

P_AAA4 9564 601 AGTGCCACCTGTGATCCGAGGCCTCCGGGGCCTGACGCGCCTGCGGCTGGCCGGCAACAC 

DNA4 4804 661 CCGCATTGCCCAGCTGCGGCCCGAGGACCTGGCCGGCCTGGCTGCCCTGCAGGAGCTGGA 

P_AAA4 9564 661 CCGCATTGCCCAGCTGCGGCCCGAGGACCTGGCCGGCCTGGCTGCCCTGCAGGAGCTGGA 

DNA4 4 804 721 TGTGAGCAACCTAAGCCTGCAGGCCCTGCCTGGCGACCTCTCGGGCCTCTTCCCCCGCCT 

P_AAA4 9564 721 TGTGAGCAACCTAAGCCTGCAGGCCCTGCCTGGCGACCTCTCGGGCCTCTTCCCCCGCCT 

DNA4 4 804 781 GCGGCTGCTGGCAGCTGCCCGCAACCCCTTCAACTGCGTGTGCCCCCTGAGCTGGTTTGG 

P_AAA4 9564 781 GCGGCTGCTGGCAGCTGCCCGCAACCCCTTCAACTGCGTGTGCCCCCTGAGCTGGTTTGG 

DNA4 4804 841 CCCCTGGGTGCGCGAGAGCCACGTCACACTGGCCAGCCCTGAGGAGACGCGCTGCCACTT 

P_AAA4 9564 841 CCCCTGGGTGCGCGAGAGCCACGTCACACTGGCCAGCCCTGAGGAGACGCGCTGCCACTT 

DNA4 4 804 901 CCCGCCCAAGAACGCTGGCCGGCTGCTCCTGGAGCTTGACTACGCCGACTTTGGCTGCCC 

P_AAA4 9564 901 CCCGCCCAAGAACGCTGGCCGGCTGCTCCTGGAGCTTGACTACGCCGACTTTGGCTGCCC 

DNA4 4804 961 AGCCACCACCACCACAGCCACAGTGCGCACCACGAGGCCCGTGGTGCGGGAGCCCACAGC 

P_AAA4 9564 961 AGCCACCACCACCACAGCCACAGTGCCCACCACGAGGCCCGTGGTGCGGGAGCCCACAGC 

DNA44804 1021 CTTGTCTTCTAGCTTGGCTCCTACCTGGCTTAGCCCCACAGCGCCGGCCACTGAGGCCCC 

P_AAA4 9564 1021 CTTGTCTTCTAGCTTGGCTCCTACCTGGCTTAGCCCCACAGCGCCGGCCACTGAGGCCCC 

DNA4 4804 1081 CAGCCCGCCCTCCACTGCCCCACCGACTGTAGGGCCTGTCCCCCAGCCCCAGGACTGCCC 

P_AAA4 9564 1081 CAGCCCGCCCTCCACTGCCCCACCGACTGTAGGGCCTGTCCCCCAGCCCCAGGACTGCCC 

DNA4 4804 1141 ACCGTCCACCTGCCTCAATGGGGGCACATGCCACCTGGGGACACGGCACCACCTGGCGTG 

P_AAA4 9564 1141 ACCGTCCACCTGCCTCAATGGGGGCACATGCCACCTGGGGACACGGCACCACCTGGCGTG 

DNA4 4804 1201 CTTGTGCCCCGAAGGCTTCACGGGCCTGTACTGTGAGAGCCAGATGGGGCAGGGGACACG 

P_AAA4 9564 1201 CTTGTGCCCCGAAGGCTTCACGGGCCTGTACTGTGAGAGCCAGATGGGGCAGGGGACACG 

DNA4 4804 1261 GCCCAGCCCTACACCAGTCACGCCGAGGCCACCACGGTCCCTGACCCTGGGCATCGAGCC 

P_AAA4 9564 1261 GCCCAGCCCTACACCAGTCACGCCGAGGCCACCACGGTCCCTGACCCTGGGCATCGAGCC 

DNA4 4804 1321 GGTGAGCCCCACCTCCCTGCGCGTGGGGCTGCAGCGCTACCTCCAGGGGAGCTCCGTGCA 



P_AAA4 9564 1321 GGTGAGCCCCACCTCCCTGCGCGTGGGGCTGCAGCGCTACCTCCAGGGGAGCTCCGTGCA 

DNA4 4804 1381 GCTCAGGAGCCTCCGTCTCACCTATCGCAACCTATCGGGCCCTGATAAGCGGCTGGTGAC 

P_AAA4 9564 1381 GCTCAGGAGCCTCCGTCTCACCTATCGCAACCTATCGGGCCCTGATAAGCGGCTGGTGAC 

DNA4 4804 1441 GCTGCGACTGCCTGCCTCGCTCGCTGAGTACACGGTCACCCAGCTGCGGCCCAACGCCAC 

P_AAA4 9564 14 41 GCTGCGACTGCCTGCCTCGCTCGCTGAGTACACGGTCACCCAGCTGCGGCCCAACGCCAC 

DNA4 4804 1501 TTACTCCGTCTGTGTCATGCCTTTGGGGCCCGGGCGGGTGCCGGAGGGCGAGGAGGCCTG 

P_AAA4 9564 1501 TTACTCCGTCTGTGTCATGCCTTTGGGGCCCGGGCGGGTGCCGGAGGGCGAGGAGGCCTG 

DNA4 4804 1561 CGGGGAGGCCCATACACCCCCAGCCGTCCACTCCAACCACGCCCCAGTCACCCAGGCCCG 

P_AAA4 9564 1561 CGGGGAGGCCCATACACCCCCAGCCGTCCACTCCAACCACGCCCCAGTCACCCAGGCCCG 

DNA4 4804 1621 CGAGGGCAACCTGCCGCTCCTCATTGCGCCCGCCCTGGCCGCGGTGCTCCTGGCCGCGCT 

P_AAA4 9564 1621 CGAGGGCAACCTGCCGCTCCTCATTGCGCCCGCCCTGGCCGCGGTGCTCCTGGCCGCGCT 

DNA4 4804 1681 GGCTGCGGTGGGGGCAGCCTACTGTGTGCGGCGGGGGCGGGCCATGGCAGCAGCGGCTCA 

P_AAA4 9564 1681 GGCTGCGGTGGGGGCAGCCTACTGTGTGCGGCGGGGGCGGGCCATGGCAGCAGCGGCTCA 

DNA4 4804 1741 GGACAAAGGGCAGGTGGGGCCAGGGGCTGGGCCCCTGGAACTGGAGGGAGTGAAGGTCCC 

P_AAA4 9564 1741 GGACAAAGGGCAGGTGGGGCCAGGGGCTGGGCCCCTGGAACTGGAGGGAGTGAAGGTCCC 

DNA4 4804 1801 CTTGGAGCCAGGCCCGAAGGCAACAGAGGGCGGTGGAGAGGCCCTGCCCAGCGGGTCTGA 

P_AAA4 9564 1801 CTTGGAGCCAGGCCCGAAGGCAACAGAGGGCGGTGGAGAGGCCCTGCCCAGCGGGTCTGA 

DNA4 4804 1861 GTGTGAGGTGCCACTCATGGGCTTCCCAGGGCCTGGCCTCCAGTCACCCCTCCACGCAAA 

P_AAA4 9564 1861 GTGTGAGGTGCCACTCATGGGCTTCCCAGGGCCTGGCCTCCAGTCACCCCTCCACGCAAA 

DNA4 4804 1921 GCCCTACATCTAAGCCAGAGAGAGACAGGGCAGCTGGGGCCGGGCTCTCAGCCAGTGAGA 

P_AAA4 9564 1921 GCCCTACATCTAAGCCAGAGAGAGAGAGGGCAGCTGGGGCCGGGCTCTCAGCCAGTGAGA 

DNA4 4804 1981 TGGCCAGCCCCCTCCTGCTGCCACACCACGTAAGTTCTCAGTCCCAACCTCGGGGATGTG 

P_AAA4 9564 1981 TGGCCAGCCCCCTCCTGCTGCCACACCACGTAAGTTCTCAGTCCCAACCTCGGGGATGTG 

DNA44 804 2041 TGCAGACAGGGCTGTGTGACCACAGCTGGGCCCTGTTCCCTCTGGACCTCGGTCTCCTCA 

P_AAA4 9564 2041 TGCAGACAGGGCTGTGTGACCACAGCTGGGCCCTGTTCCCTCTGGACCTCGGTCTCCTCA 

DNA4 4804 2101 TCTGTGAGATGCTGTGGCCCAGCTGACGAGCCCTAACGTCCCCAGAACCGAGTGCCT ATG 

P AAA49564 2101 TCTGTGAGATGCTGTGGCCCAGCTGACGAGCCCTAACGTCCCCAGAACCGAGTGCCTATG 



DNA4 4804 2161 AGGACAGTGTCCGCCCTGCCCTCCGCAACGTGCAGTCCCTGGGCACGGCGGGCCCTGCCA 
P AAA49564 2161 AGGACAGTGTCCGCCCTGCCCTCCGCAACGTGCAGTCCCTGGGCACGGCGGGCCCTGCCA 



DNA4 4804 2221 TGTGCTGGTAACGCATGCCTGGGCCCTGCTGGGCTCTCCCACTCCAGGCGGACCCTGGGG 
************************************************************ 

P_AAA4 9564 2221 TGTGCTGGTAACGCATGCCTGGGCCCTGCTGGGCTCTCCCACTCCAGGCGGACCCTGGGG 

DNA4 4804 2281 GCCAGTGAAGGAAGCTCCCGGAAAGAGCAGAGGGAGAGCGGGTAGGCGGCTGTGTGACTC 
************************************ ************************ 

P_AAA4 9564 2281 GCCAGTGAAGGAAGCTCCCGGAAAGAGCAGAGGGAGAGCGGGTAGGCGGCTGTGTGACTC 

DNA4 4804 2341 TAGTCTTGGCCCCAGGAAGCGAAGGAACAAAAGAAACTGGAAAGGAAGATGCTTTAGGAA 
************************************************************ 

P_AAA4 9564 2341 TAGTCTTGGCCCCAGGAAGCGAAGGAACAAAAGAT^ACTGGAAAGGAAGATGCTTTAGGAA 

DNA4 4 804 2401 CATGTTTTGCTTTTTTAAAATATATATATATTTATAAGAGATCCTTTCCCATTTATTCTG 
************************************************************ 

P_AAA4 9564 2401 CATGTTTTGCTTTTTTAAAATATATATATATTTATAAGAGATCCTTTCCCATTTATTCTG 

DNA4 4804 2461 GGAAGATGTTTTTCAAACTCAGAGACAAGGACTTTGGTTTTTGTAAGACAAACGATGATA 
************************************************************ 

P_AAA4 9564 2461 GGAAGATGTTTTTCAAACTCAGAGACAAGGACTTTGGTTTTTGTAAGACAAACGATGATA 

DNA4 4 804 2521 TGAAGGCCTTTTGTAAGAAAAAATAAAAAAAAAAA 
*********************************** 

P_AAA4 9564 2521 TGAAGGCCTTTTGTAAGAAAAAATAAAAAAAAAAA 

>2 P_AAA4 6922 cDNA encoding novel polypeptide PR0357. DNA, PAT 03-OCT-2000 
(2555 bp) [1 seg] 

Score - 2555 (5065 bits), Expect = 0.0 

Identities = 2555/2555 (100%), at 1,1-2555,2555, Strand +/+ 

DNA4 4804 1 GGGGCGGGTGGACGCGGACTCGAACGCAGTTGCTTCGGGACCCAGGACCCCCTCGGGCCC 

************************************************************ 

P_AAA4 6922 1 GGGGCGGGTGGACGCGGACTCGAACGCAGTTGCTTCGGGACCCAGGACCCCCTCGGGCCC 

DNA 4 4804 61 GACCCGCCAGGAAAGACTGAGGCCGCGGCCTGCCCCGCCCGGCTCCCTGCGCCGCCGCCG 
**********************************+*********** ************** 

P_AAA4 6922 61 GACCCGCCAGGAAAGACTGAGGCCGCGGCCTGCCCCGCCCGGCTCCCTGCGCCGCCGCCG 

DNA 4 4 804 121 CCTCCCGGGACAGAAGATGTGCTCCAGGGTCCCTCTGCTGCTGCCGCTGCTCCTGCTACT 
************************************************************ 

P_AAA4 6922 121 CCTCCCGGGACAGAAGATGTGCTCCAGGGTCCCTCTGCTGCTGCCGCTGCTCCTGCTACT 

DNA4 4 804 181 GGCCCTGGGGCCTGGGGTGCAGGGCTGCCCATCCGGCTGCCAGTGCAGCCAGCCACAGAC 
********************+***********************************++** 

P_AAA4 6922 181 GGCCCTGGGGCCTGGGGTGCAGGGCTGCCCATCCGGCTGCCAGTGCAGCCAGCCACAGAC 

DNA 4 4 804 241 AGTCTTCTGCACTGCCCGCCAGGGGACCACGGTGCCCCGAGACGTGCCACCCGACACGGT 
************************************************************ 

P AAA4 6922 241 AGTCTTCTGCACTGCCCGCCAGGGGACCACGGTGCCCCGAGACGTGCCACCCGACACGGT 



DNA 4 4 804 301 GGGGCTGTACGTCTTTGAGAACGGCATCACCATGCTCGACGCAAGCAGCTTTGCCGGCCT 
********************+***********************************+*** 

P_AAA4 6922 301 GGGGCTGTACGTCTTTGAGAACGGCATCACCATGCTCGACGCAAGCAGCTTTGCCGGCCT 

DNA 4 4 804 361 GCCGGGCCTGCAGCTCCTGGACCTGTCACAGAACCAGATCGCCAGCCTGCGCCTGCCCCG 
***********************+*****************+****************** 

P AAA4 6922 361 GCCGGGCCTGCAGCTCCTGGACCTGTCACAGAACCAGATCGCCAGCCTGCGCCTGCCCCG 



DNA4 4 804 4 21 CCTGCTGCTGCTGGACCTCAGCCACAACAGCCTCCTGGCCCTGGAGCCCGGCATCCTGGA 

P_AAA4 6922 4 21 CCTGCTGCTGCTGGACCTCAGCCACAACAGCCTCCTGGCCCTGGAGCCCGGCATCCTGGA 

DNA4 4 804 4 81 CACTGCCAACGTGGAGGCGCTGCGGCTGGCTGGTCTGGGGCTGCAGCAGCTGGACGAGGG 

P_AAA4 6922 4 81 CACTGCCAACGTGGAGGCGCTGCGGCTGGCTGGTCTGGGGCTGCAGCAGCTGGACGAGGG 

DNA4 4 804 541 GCTCTTCAGCCGCTTGCGCAACCTCCACGACCTGGATGTGTCCGACAACCAGCTGGAGCG j> 

P_AAA4 6922 541 GCTCTTCAGCCGCTTGCGCAACCTCCACGACCTGGATGTGTCCGACAACCAGCTGGAGCG 

DNA4 4 804 601 AGTGCCACCTGTGATCCGAGGCCTCCGGGGCCTGACGCGCCTGCGGCTGGCCGGCAACAC 

P_AAA4 6922 601 AGTGCCACCTGTGATCCGAGGCCTCCGGGGCCTGACGCGCCTGCGGCTGGCCGGCAACAC 

DNA4 4 804 661 CCGCATTGCCCAGCTGCGGCCCGAGGACCTGGCCGGCCTGGCTGCCCTGCAGGAGCTGGA 

P_AAA4 6922 661 CCGCATTGCCCAGCTGCGGCCCGAGGACCTGGCCGGCCTGGCTGCCCTGCAGGAGCTGGA 

DNA4 4 804 721 TGTGAGCAACCTAAGCCTGCAGGCCCTGCCTGGCGACCTCTCGGGCCTCTTCCCCCGCCT 

P_AAA4 6922 721 TGTGAGCAACCTAAGCCTGCAGGCCCTGCCTGGCGACCTCTCGGGCCTCTTCCCCCGCCT 

DNA4 4 804 781 GCGGCTGCTGGCAGCTGCCCGCAACCCCTTCAACTGCGTGTGCCCCCTGAGCTGGTTTGG 

P_AAA4 6922 781 GCGGCTGCTGGCAGCTGCCCGCAACCCCTTCAACTGCGTGTGCCCCCTGAGCTGGTTTGG 

DNA4 4 804 841 CCCCTGGGTGCGCGAGAGCCACGTCACACTGGCCAGCCCTGAGGAGACGCGCTGCCACTT 

P_AAA4 6922 841 CCCCTGGGTGCGCGAGAGCCACGTCACACTGGCCAGCCCTGAGGAGACGCGCTGCCACTT 

DNA4 4 804 901 CCCGCCCAAGAACGCTGGCCGGCTGCTCCTGGAGCTTGACTACGCCGACTTTGGCTGCCC 

P_AAA4 6922 901 CCCGCCCAAGAACGCTGGCCGGCTGCTCCTGGAGCTTGACTACGCCGACTTTGGCTGCCC 

DNA4 4 804 961 AGCCACCACCACCACAGCCACAGTGCCCACCACGAGGCCCGTGGTGCGGGAGCCCACAGC 

P_AAA4 6922 961 AGCCACCACCACCACAGCCACAGTGCCCACCACGAGGCCCGTGGTGCGGGAGCCCACAGC 

DNA4 4 804 1021 CTTGTCTTCTAGCTTGGCTCCTACCTGGCTTAGCCCCACAGCGCCGGCCACTGAGGCCCC 

P_AAA4 6922 1021 CTTGTCTTCTAGCTTGGCTCCTACCTGGCTTAGCCCCACAGCGCCGGCCACTGAGGCCCC 

DNA4 4804 1081 CAGCCCGCCCTCCACTGCCCCACCGACTGTAGGGCCTGTCCCCCAGCCCCAGGACTGCCC 

P_AAA4 6922 1081 CAGCCCGCCCTCCACTGCCCCACCGACTGTAGGGCCTGTCCCCCAGCCCCAGGACTGCCC 

DNA4 4804 1141 ACCGTCCACCTGCCTCAATGGGGGCACATGCCACCTGGGGACACGGCACCACCTGGCGTG 

P_AAA4 6922 1141 ACCGTCCACCTGCCTCAATGGGGGCACATGCCACCTGGGGACACGGCACCACCTGGCGTG 

DNA4 4 804 1201 CTTGTGCCCCGAAGGCTTCACGGGCCTGTACTGTGAGAGCCAGATGGGGCAGGGGACACG 

P AAA4 6922 1201 CTTGTGCCCCGAAGGCTTCACGGGCCTGTACTGTGAGAGCCAGATGGGGCAGGGGACACG 



DNA4 4 804 1261 GCCCAGCCCTACACCAGTCACGCCGAGGCCACCACGGTCCCTGACCCTGGGCATCGAGCC 

P_AAA4 6922 1261 GCCCAGCCCTACACCAGTCACGCCGAGGCCACCACGGTCCCTGACCCTGGGCATCGAGCC 

DNA4 4804 1321 GGTGAGCCCCACCTCCCTGCGCGTGGGGCTGCAGCGCTACCTCCAGGGGAGCTCCGTGCA 

P_AAA4 6922 1321 GGTGAGCCCCACCTCCCTGCGCGTGGGGCTGCAGCGCTACCTCCAGGGGAGCTCCGTGCA 

DNA4 4804 1381 GCTCAGGAGCCTCCGTCTCACCT ATCGCAACCTATCGGGCCCTGAT AAGCGGCTGGTGAC 

P_AAA4 6922 1381 GCTCAGGAGCCTCCGTCTCACCTATCGCAACCTATCGGGCCCTGAT AAGCGGCTGGTGAC 

DNA4 4804 1441 GCTGCGACTGCCTGCCTCGCTCGCTGAGT ACACGGTCACCCAGCTGCGGCCCAACGCCAC 

P_AAA4 6922 14 41 GCTGCGACTGCCTGCCTCGCTCGCTGAGTACACGGTCACCCAGCTGCGGCCCAACGCCAC 

DNA4 4804 1501 TTACTCCGTCTGTGTCATGCCTTTGGGGCCCGGGCGGGTGCCGGAGGGCGAGGAGGCCTG 

P_AAA4 6922 1501 TTACTCCGTCTGTGTCATGCCTTTGGGGCCCGGGCGGGTGCCGGAGGGCGAGGAGGCCTG 

DNA4 4804 1561 CGGGGAGGCCCATACACCCCCAGCCGTCCACTCCAACCACGCCCCAGTCACCCAGGCCCG 

P_AAA4 6922 1561 CGGGGAGGCCCATACACCCCCAGCCGTCCACTCCAACCACGCCCCAGTCACCCAGGCCCG 

DNA4 4 804 1621 CGAGGGCAACCTGCCGCTCCTCATTGCGCCCGCCCTGGCCGCGGTGCTCCTGGCCGCGCT 
***************+***+*+++++***★++*******+*+** 

P_AAA4 6922 1621 CGAGGGCAACCTGCCGCTCCTCATTGCGCCCGCCCTGGCCGCGGTGCTCCTGGCCGCGCT 

DNA4 4804 1.6 8 1 GGCTGCGGTGGGGGCAGCCTACTGTGTGCGGCGGGGGCGGGCCATGGCAGCAGCGGCTCA 

P_AAA4 6922 1681 GGCTGCGGTGGGGGCAGCCTACTGTGTGCGGCGGGGGCGGGCCATGGCAGCAGCGGCTCA 

DNA4 4804 1741 GGACAAAGGGCAGGTGGGGCCAGGGGCTGGGCCCCTGGAACTGGAGGGAGTGAAGGTCCC 

P_AAA4 6922 1741 GGACAAAGGGCAGGTGGGGCCAGGGGCTGGGCCCCTGGAACTGGAGGGAGTGAAGGTCCC 

DNA4 4804 1801 CTTGGAGCCAGGCCCGAAGGCAACAGAGGGCGGTGGAGAGGCCCTGCCCAGCGGGTCTGA 

P_AAA4 6922 1801 CTTGGAGCCAGGCCCGAAGGCAACAGAGGGCGGTGGAGAGGCCCTGCCCAGCGGGTCTGA 

DNA4 4804 1861 GTGTGAGGTGCCACTCATGGGCTTCCCAGGGCCTGGCCTCCAGTCACCCCTCCACGCAAA 

P_AAA4 6922 1861 GTGTGAGGTGCCACTCATGGGCTTCCCAGGGCCTGGCCTCCAGTCACCCCTCCACGCAAA 

DNA4 4804 1921 GCCCTACATCTAAGCCAGAGAGAGACAGGGCAGCTGGGGCCGGGCTCTCAGCCAGTGAGA 

P_AAA4 6922 1921 GCCCTACATCTAAGCCAGAGAGAGACAGGGCAGCTGGGGCCGGGCTCTCAGCCAGTGAGA 

DNA4 4804 1981 TGGCCAGCCCCCTCCTGCTGCCACACCACGTAAGTTCTCAGTCCCAACCTCGGGGATGTG 

P_AAA4 6922 1981 TGGCCAGCCCCCTCCTGCTGCCACACCACGTAAGTTCTCAGTCCCAACCTCGGGGATGTG 

DNA4 4804 2041 TGCAGACAGGGCTGTGTGACCACAGCTGGGCCCTGTTCCCTCTGGACCTCGGTCTCCTCA 

P_AAA4 6922 2041 TGC AGACAGGGCTGTGTGACCACAGCTGGGCCCTGTTCCCTCTGGACCTCGGTCTCCTCA 

DN A4 4804 2101 TCTGTGAGATGCTGTGGCCCAGCTGACGAGCCCTAACGTCCCCAGAACCGAGTGCCTATG 



p_ 


_AAA46922 


2101 


TCTGTGAGATGCTGTGGCCCAGCTGACGAGCCCTAACGTCCCCAGAACCGAGTGCCTATG 




DNA4 4 804 


2161 


AGGACAGTGTCCGCCCTGCCCTCCGCAACGTGCAGTCCCTGGGCACGGCGGGCCCTGCCA 
***********************************+*******+**************** 


p_ 


JVAA46922 


2161 


AGGACAGTGTCCGCCCTGCCCTCCGCAACGTGCAGTCCCTGGGCACGGCGGGCCCTGCCA 




DNA44804 


2221 


TGTGCTGGTAACGCATGCCTGGGCCCTGCTGGGCTCTCCCACTCCAGGCGGACCCTGGGG 
**++++*****************************+********★*************** 


p_ 


_AAA46922 


2221 


TGTGCTGGTAACGCATGCCTGGGCCCTGCTGGGCTCTCCCACTCCAGGCGGACCCTGGGG 




DNA4 4 804 


2281 


GCCAGTGAAGGAAGCTCCCGGAAAGAGCAGAGGGAGAGCGGGTAGGCGGCTGTGTGACTC 
*******************************+*********************+****** 


p_ 


_AAA46922 


2281 


GCCAGTGAAGGAAGCTCCCGGAAAGAGCAGAGGGAGAGCGGGTAGGCGGCTGTGTGACTC 




DNA4 4 804 


2341 


TAGTCTTGGCCCCAGGAAGCGAAGGAACAAAAGAAACTGGAAAGGAAGATGCTTTAGGAA 
************************************************************ 


p_ 


_AAA46922 


2341 


TAGTCTTGGCCCCAGGAAGCGAAGGAACAAAAGAAACTGGAAAGGAAGATGCTTTAGGAA 




DNA44804 


2401 


CATGTTTTGCTTTTTTAAAATATATATATATTTATAAGAGATCCTTTCCCATTTATTCTG 
++*+**++**************************************************** 


p_ 


_AAA46922 


2401 


CATGTTTTGCTTTTTTAAAATATATATATATTTATAAGAGATCCTTTCCCATTTATTCTG 




DNA4 4 804 


2461 


GGAAGATGTTTTTCAAACTCAGAGACAAGGACTTTGGTTTTTGTAAGACAAACGATGATA 
*+**+*+************+**************************************** 


p_ 


_AAA4 6922 


2461 


GGAAGATGTTTTTCAAACTCAGAGACAAGGACTTTGGTTTTTGTAAGACAAACGATGATA 




DNA4 4 804 


2521 


TGAAGGCCTTTTGTAAGAAAAAATAAAAAAAAAAA 
*********************************** 


p_ 


_AAA46922 


2521 


TGAAGGCCTTTTGTAAGAAAAAATAAAAAAAAAAA 



>3 P_AAX80056 Human PR0357 nucleotide sequence. (2555 bp) [1 seg] 
Score = 2555 (5065 bits), Expect = 0.0 

Identities = 2555/2555 (100%), at 1,1-2555,2555, Strand +/+ 





DNA4 4 804 


1 


GGGGCGGGTGGACGCGGACTCGAACGCAGTTGCTTCGGGACCCAGGACCCCCTCGGGCCC 
************************************************************ 


p_ 


_AAX80056 


1 


GGGGCGGGTGGACGCGGACTCGAACGCAGTTGCTTCGGGACCCAGGACCCCCTCGGGCCC 




DNA44804 


61 


GACCCGCCAGGAAAGACTGAGGCCGCGGCCTGCCCCGCCCGGCTCCCTGCGCCGCCGCCG 
************************************************************ 


p_ 


_AAX80056 


61 


GACCCGCCAGGAAAGACTGAGGCCGCGGCCTGCCCCGCCCGGCTCCCTGCGCCGCCGCCG 




DNA4 4 804 


121 


CCTCCCGGGACAGAAGATGTGCTCCAGGGTCCCTCTGCTGCTGCCGCTGCTCCTGCTACT 
******* ***************************************************** 


p_ 


_AAX80056 


121 


CCTCCCGGGACAGAAGATGTGCTCCAGGGTCCCTCTGCTGCTGCCGCTGCTCCTGCTACT 




DNA4 4 804 


181 


GGCCCTGGGGCCTGGGGTGCAGGGCTGCCCATCCGGCTGCCAGTGCAGCCAGCCACAGAC 
************************************************************ 


p_ 


_AAX80056 


181 


GGCCCTGGGGCCTGGGGTGCAGGGCTGCCCATCCGGCTGCCAGTGCAGCCAGCCACAGAC 




DNA44804 


241 


AGTCTTCTGCACTGCCCGCCAGGGGACCACGGTGCCCCGAGACGTGCCACCCGACACGGT 
*+ ++ *** ******************************* ********************** 


p_ 


_AAX80056 


241 


AGTCTTCTGCACTGCCCGCCAGGGGACCACGGTGCCCCGAGACGTGCCACCCGACACGGT 




DNA4 4 804 


301 


GGGGCTGTACGTCTTTGAGAACGGCATCACCATGCTCGACGCAAGCAGCTTTGCCGGCCT 



P_AAX8 0 056 301 GGGGCTGTACGTCTTTGAGAACGGCATCACCATGCTCGACGCAAGCAGCTTTGCCGGCCT 

DNA4 4 804 361 GCCGGGCCTGCAGCTCCTGGACCTGTCACAGAACCAGATCGCCAGCCTGCGCCTGCCCCG 
************************************************************ 

P_AAX 80056 361 GCCGGGCCTGCAGCTCCTGGACCTGTCACAGAACCAGATCGCCAGCCTGCGCCTGCCCCG 

DNA4 4 804 421 CCTGCTGCTGCTGGACCTCAGCCACAACAGCCTCCTGGCCCTGGAGCCCGGCATCCTGGA 
************************************************************ 

P_AAX 80056 421 CCTGCTGCTGCTGGACCTCAGCCACAACAGCCTCCTGGCCCTGGAGCCCGGCATCCTGGA 

DNA4 4 804 4 81 CACTGCCAACGTGGAGGCGCTGCGGCTGGCTGGTCTGGGGCTGCAGCAGCTGGACGAGGG 
************************************************************ 

P_AAX8 00 5 6 4 81 CACTGCCAACGTGGAGGCGCTGCGGCTGGCTGGTCTGGGGCTGCAGCAGCTGGACGAGGG 

DNA4 4 804 541 GCTCTTCAGCCGCTTGCGCAACCTCCACGACCTGGATGTGTCCGACAACCAGCTGGAGCG 
************************************************************ 

P_AAX80056 541 GCTCTTCAGCCGCTTGCGCAACCTCCACGACCTGGATGTGTCCGACAACCAGCTGGAGCG 

DNA4 4 804 601 AGTGCCACCTGTGATCCGAGGCCTCCGGGGCCTGACGCGCCTGCGGCTGGCCGGCAACAC 
************************************************************ 

P_AAX80056 601 AGTGCCACCTGTGATCCGAGGCCTCCGGGGCCTGACGCGCCTGCGGCTGGCCGGCAACAC 

DNA4 4 804 661 CCGCATTGCCCAGCTGCGGCCCGAGGACCTGGCCGGCCTGGCTGCCCTGCAGGAGCTGGA 
************************************************************ 
P_AAX8 0 056 661 CCGCATTGCCCAGCTGCGGCCCGAGGACCTGGCCGGCCTGGCTGCCCTGCAGGAGCTGGA 

DNA4 4 804 721 TGTGAGCAACCTAAGCCTGCAGGCCCTGCCTGGCGACCTCTCGGGCCTCTTCCCCCGCCT 
************************************************************ 

P_AAX8 0 056 721 TGTGAGCAACCTAAGCCTGCAGGCCCTGCCTGGCGACCTCTCGGGCCTCTTCCCCCGCCT 

DNA4 4 804 781 GCGGCTGCTGGCAGCTGCCCGCAACCCCTTCAACTGCGTGTGCCCCCTGAGCTGGTTTGG 
************************************************************ 
P_AAX80056 781 GCGGCTGCTGGCAGCTGCCCGCAACCCCTTCAACTGCGTGTGCCCCCTGAGCTGGTTTGG 

DNA4 4 804 841 CCCCTGGGTGCGCGAGAGCCACGTCACACTGGCCAGCCCTGAGGAGACGCGCTGCCACTT 
************************************************************ 
P_AAX80056 841 CCCCTGGGTGCGCGAGAGCCACGTCACACTGGCCAGCCCTGAGGAGACGCGCTGCCACTT 

DNA4 4 804 901 CCCGCCCAAGAACGCTGGCCGGCTGCTCCTGGAGCTTGACTACGCCGACTTTGGCTGCCC 
************************************************************ 
P_AAX80056 901 CCCGCCCAAGAACGCTGGCCGGCTGCTCCTGGAGCTTGACTACGCCGACTTTGGCTGCCC 

DNA4 4 804 961 AGCCACCACCACCACAGCCACAGTGCCCACCACGAGGCCCGTGGTGCGGGAGCCCACAGC 
*******************************+★*************************** 

P_AAX8 0056 961 AGCCACCACCACCACAGCCACAGTGCCCACCACGAGGCCCGTGGTGCGGGAGCCCACAGC 

DNA4 4804 1021 CTTGTCTTCTAGCTTGGCTCCTACCTGGCTTAGCCCCACAGCGCCGGCCACTGAGGCCCC 
************************************************************ 
P_AAX8 0056 1021 CTTGTCTTCTAGCTTGGCTCCT ACCTGGCTT AGCCCCACAGCGCCGGCCACTGAGGCCCC 

DNA4 4804 1081 CAGCCCGCCCTCCACTGCCCCACCGACTGTAGGGCCTGTCCCCCAGCCCCAGGACTGCCC 
************************************************************ 
P_AAX8 0056 1081 CAGCCCGCCCTCCACTGCCCCACCGACTGTAGGGCCTGTCCCCCAGCCCCAGGACTGCCC 

DNA4 4804 1141 ACCGTCCACCTGCCTCAATGGGGGCACATGCCACCTGGGGACACGGCACCACCTGGCGTG 
************************************************************ 
P AAX80056 1141 ACCGTCCACCTGCCTCAATGGGGGCACATGCCACCTGGGGACACGGCACCACCTGGCGTG 



DNA4 4804 1201 CTTGTGCCCCGAAGGCTTCACGGGCCTGTACTGTGAGAGCCAGATGGGGCAGGGGACACG 
**************+**************+*****+**++++*+*+****++++****** 
F_AAX80056 1201 CTTGTGCCCCGAAGGCTTCACGGGCCTGTACTGTGAGAGCCAGATGGGGCAGGGGACACG 

DNA4 4804 1261 GCCCAGCCCTACACCAGTCACGCCGAGGCCACCACGGTCCCTGACCCTGGGCATCGAGCC 
***************************+*******+**********+**** ********* 
P_AAX8 0056 1261 GCCCAGCCCTACACCAGTCACGCCGAGGCCACCACGGTCCCTGACCCTGGGCATCGAGCC 

DNA4 4 804 1321 GGTGAGCCCCACCTCCCTGCGCGTGGGGCTGCAGCGCTACCTCCAGGGGAGCTCCGTGCA 
******************************+*++**+*+**+*********+***+**** 
P_AAX8005 6 1321 GGTGAGCCCCACCTCCCTGCGCGTGGGGCTGCAGCGCTACCTCCAGGGGAGCTCCGTGCA 

DNA4 4804 1381 GCTCAGGAGCCTCCGTCTCACCTATCGCAACCTATCGGGCCCTGAT AAGCGGCTGGTGAC 
********+*******+***********++★*+****++*+***********+*****+* 
P_AAX80056 1381 GCTCAGGAGCCTCCGTCTCACCTATCGCAACCTATCGGGCCCTGATAAGCGGCTGGTGAC 

DNA4 4804 1441 GCTGCGACTGCCTGCCTCGCTCGCTGAGTACACGGTCACCCAGCTGCGGCCCAACGCCAC 
********** ********************************* ***************** 

P_AAX8 0 056 14 41 GCTGCGACTGCCTGCCTCGCTCGCTGAGTACACGGTCACCCAGCTGCGGCCCAACGCCAC 

DNA4 4804 1501 TTACTCCGTCTGTGTCATGCCTTTGGGGCCCGGGCGGGTGCCGGAGGGCGAGGAGGCCTG 
****************************************************+******* 

P_AAX80056 1501 TTACTCCGTCTGTGTCATGCCTTTGGGGCCCGGGCGGGTGCCGGAGGGCGAGGAGGCCTG 

DNA4 4 804 1561 CGGGGAGGCCCATACACCCCCAGCCGTCCACTCCAACCACGCCCCAGTCACCCAGGCCCG 
************************************************************ 

P_AAX8 0056 1561 CGGGGAGGCCCATACACCCCCAGCCGTCCACTCCAACCACGCCCCAGTCACCCAGGCCCG 

DNA4 4804 1621 CGAGGGCAACCTGCCGCTCCTCATTGCGCCCGCCCTGGCCGCGGTGCTCCTGGCCGCGCT 
************************************************************ 

P_AAX80056 1621 CGAGGGCAACCTGCCGCTCCTCATTGCGCCCGCCCTGGCCGCGGTGCTCCTGGCCGCGCT 

DNA4 4804 1681 GGCTGCGGTGGGGGCAGCCTACTGTGTGCGGCGGGGGCGGGCCATGGCAGCAGCGGCTCA 
************************************************************ 

P_AAX 80056 1681 GGCTGCGGTGGGGGCAGCCTACTGTGTGCGGCGGGGGCGGGCCATGGCAGCAGCGGCTCA 

DNA4 4804 1741 GGACAAAGGGCAGGTGGGGCCAGGGGCTGGGCCCCTGGAACTGGAGGGAGTGAAGGTCCC 
**************************++**+***+*****+*****++************ 
P_AAX 80056 1741 GGACAAAGGGCAGGTGGGGCCAGGGGCTGGGCCCCTGGAACTGGAGGGAGTGAAGGTCCC 

DNA4 4804 1801 CTTGGAGCCAGGCCCGAAGGCAACAGAGGGCGGTGGAGAGGCCCTGCCCAGCGGGTCTGA 
***************************++**+**+**+*********+****+******* 
P_AAX 80056 1801 CTTGGAGCCAGGCCCGAAGGCAACAGAGGGCGGTGGAGAGGCCCTGCCCAGCGGGTCTGA 

DNA4 4804 1861 GTGTGAGGTGCCACTCATGGGCTTCCCAGGGCCTGGCCTCCAGTCACCCCTCCACGCAAA 
************************************************************ 

P_AAX 80056 1861 GTGTGAGGTGCCACTCATGGGCTTCCCAGGGCC TGGCC TCCAGTCACCCCTCCACGCAAA 

DNA4 4804 1921 GCCCTACATCTAAGCCAGAGAGAGACAGGGCAGCTGGGGCCGGGCTCTCAGCCAGTGAGA 
************************************************************ 

P_AAX 80056 1921 GCCCTACATCTAAGCCAGAGAGAGAC AGGGCAGCTGGGGCCGGGCTCTCAGCCAGTGAGA 

DNA4 4804 1981 TGGCCAGCCCCCTCCTGCTGCCACACCACGTAAGTTCTCAGTCCCAACCTCGGGGATGTG 
************************************************************ 
P AAX80056 1981 TGGCCAGCCCCCTCCTGCTGCCACACCACGTAAGTTCTCAGTCCCAACCTCGGGGATGTG 



DNA4 4804 2041 TGCAGACAGGGCTGTGTGACCACAGCTGGGCCCTGTTCCCTCTGGACCTCGGTCTCCTCA 

P_AAX80056 2041 TGCAGACAGGGCTGTGTGACCACAGCTGGGCCCTGTTCCCTCTGGACCTCGGTCTCCTCA 

DNA4 4804 2101 TCTGTGAGATGCTGTGGCCCAGCTGACGAGCCCTAACGTCCCCAGAACCGAGTGCCTATG 

P_AAX8 0056 2101 TCTGTGAGATGCTGTGGCCCAGCTGACGAGCCCTAACGTCCCCAGAACCGAGTGCCTATG 

DNA4 4804 2161 AGGACAGTGTCCGCCCTGCCCTCCGCAACGTGCAGTCCCTGGGCACGGCGGGCCCTGCCA 

P_AAX8 0056 2161 AGGACAGTGTCCGCCCTGCCCTCCGCAACGTGCAGTCCCTGGGCACGGCGGGCCCTGCCA 

DNA4 4804 2221 TGTGCTGGTAACGCATGCCTGGGCCCTGCTGGGCTCTCCCACTCCAGGCGGACCCTGGGG 

P_AAX 80056 2221 TGTGCTGGT AACGCATGCCTGGGCCCTGCTGGGCTCTCCCACTCCAGGCGGACCCTGGGG 

DNA4 4804 2281 GCCAGTGAAGGAAGCTCCCGGAAAGAGCAGAGGGAGAGCGGGTAGGCGGCTGTGTGACTC 

P_AAX8 0056 2281 GCCAGTGAAGGAAGCTCCCGGAAAGAGCAGAGGGAGAGCGGGTAGGCGGCTGTGTGACTC 

DNA4 4804 2341 TAGTCTTGGCCCCAGGAAGCGAAGGAACAAAAGAAACTGGAAAGGAAGATGCTTTAGGAA 

P_AAX80056 2341 TAGTCTTGGCCCCAGGAAGCGAAGGAACAAAAGAAACTGGAAAGGAAGATGCTTTAGGAA 

DNA4 4804 2401 CATGTTTTGCTTTTTTAAAATATATATATATTTATAAGAGATCCTTTCCCATTTATTCTG 
******+*++++★********+***********++**+*+*** 

P_AAX80056 24 01 CATGTTTTGCTTTTTTAAAATATATATATATTTATAAGAGATCCTTTCCCATTTATTCTG 

DNA4 4804 2461 GGAAGATGTTTTTCAAACTCAGAGACAAGGACTTTGGTTTTTGTAAGACAAACGATGATA 

P_AAX80056 24 61 GGAAGATGTTTTTCAAACTCAGAGACAAGGACTTTGGTTTTTGTAAGACAAACGATGATA 

DNA4 4 804 2521 TGAAGGCCTTTTGTAAGAAAAAATAAAAAAAAAAA 

P_AAX80056 2521 TGAAGGCCTTTTGTAAGAAAAAATAAAAAAAAAAA 

>4 P_AAX87261 cDNA clone encoding human PR0357, amplified in tumour cells. (2555 
bp) [1 seg] 
Score = 2555 (5065 bits), Expect = 0.0 

Identities = 2555/2555 (100%), at 1,1-2555,2555, Strand +/+ 

DNA4 4 804 1 GGGGCGGGTGGACGCGGACTCGAACGCAGTTGCTTCGGGACCCAGGACCCCCTCGGGCCC 

P_AAX872 61 1 GGGGCGGGTGGACGCGGACTCGAACGCAGTTGCTTCGGGACCCAGGACCCCCTCGGGCCC 

DNA4 4 804 61 GACCCGCCAGGAAAGACTGAGGCCGCGGCCTGCCCCGCCCGGCTCCCTGCGCCGCCGCCG 

P_AAX 872 61 61 GACCCGCCAGGAAAGACTGAGGCCGCGGCCTGCCCCGCCCGGCTCCCTGCGCCGCCGCCG 

DNA4 4 804 121 CCTCCCGGGACAGAAGATGTGCTCCAGGGTCCCTCTGCTGCTGCCGCTGCTCCTGCT ACT 

P_AAX872 61 121 CCTCCCGGGACAGAAGATGTGCTCCAGGGTCCCTCTGCTGCTGCCGCTGCTCCTGCTACT 

DNA4 4 804 181 GGCCCTGGGGCCTGGGGTGCAGGGCTGCCCATCCGGCTGCCAGTGCAGCCAGCCACAGAC 

P AAX872 61 181 GGCCCTGGGGCCTGGGGTGCAGGGCTGCCCATCCGGCTGCCAGTGCAGCCAGCCACAGAC 
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241 AGTCTTCTGCACTGCCCGCCAGGGGACCACGGTGCCCCGAGACGTGCCACCCGACACGGT 
241 AGTCTTCTGCACTGCCCGCCAGGGGACCACGGTGCCCCGAGACGTGCCACCCGACACGGT 
301 GGGGCTGTACGTCTTTGAGAACGGCATCACCATGCTCGACGCAAGCAGCTTTGCCGGCCT 
301 GGGGCTGTACGTCTTTGAGAACGGCATCACCATGCTCGACGCAAGCAGCTTTGCCGGCCT 
361 GCCGGGCCTGCAGCTCCTGGACCTGTCACAGAACCAGATCGCCAGCCTGCGCCTGCCCCG 
361 GCCGGGCCTGCAGCTCCTGGACCTGTCACAGAACCAGATCGCCAGCCTGCGCCTGCCCCG 
421 CCTGCTGCTGCTGGACCTCAGCCACAACAGCCTCCTGGCCCTGGAGCCCGGCATCCTGGA 
421 CCTGCTGCTGCTGGACCTCAGCCACAACAGCCTCCTGGCCCTGGAGCCCGGCATCCTGGA 
481 CACTGCCAACGTGGAGGCGCTGCGGCTGGCTGGTCTGGGGCTGCAGCAGCTGGACGAGGG 
4 81 CACTGCCAACGTGGAGGCGCTGCGGCTGGCTGGTCTGGGGCTGCAGCAGCTGGACGAGGG 
541 GCTCTTCAGCCGCTTGCGCAACCTCCACGACCTGGATGTGTCCGACAACCAGCTGGAGCG 
541 GCTCTTCAGCCGCTTGCGCAACCTCCACGACCTGGATGTGTCCGACAACCAGCTGGAGCG 
601 AGTGCCACCTGTGATCCGAGGCCTCCGGGGCCTGACGCGCCTGCGGCTGGCCGGCAACAC 
601 AGTGCCACCTGTGATCCGAGGCCTCCGGGGCCTGACGCGCCTGCGGCTGGCCGGCAACAC 
661 CCGCATTGCCCAGCTGCGGCCCGAGGACCTGGCCGGCCTGGCTGCCCTGCAGGAGCTGGA 
661 CCGCATTGCCCAGCTGCGGCCCGAGGACCTGGCCGGCCTGGCTGCCCTGCAGGAGCTGGA 
721 TGTGAGCAACCTAAGCCTGCAGGCCCTGCCTGGCGACCTCTCGGGCCTCTTCCCCCGCCT 
721 TGTGAGCAACCTAAGCCTGCAGGCCCTGCCTGGCGACCTCTCGGGCCTCTTCCCCCGCCT 
781 GCGGCTGCTGGCAGCTGCCCGCAACCCCTTCAACTGCGTGTGCCCCCTGAGCTGGTTTGG 
781 GCGGCTGCTGGCAGCTGCCCGCAACCCCTTCAACTGCGTGTGCCCCCTGAGCTGGTTTGG 
841 CCCCTGGGTGCGCGAGAGCCACGTCACACTGGCCAGCCCTGAGGAGACGCGCTGCCACTT 
841 CCCCTGGGTGCGCGAGAGCCACGTCACACTGGCCAGCCCTGAGGAGACGCGCTGCCACTT 
901 CCCGCCCAAGAACGCTGGCCGGCTGCTCCTGGAGCTTGACTACGCCGACTTTGGCTGCCC 
901 CCCGCCCAAGAACGCTGGCCGGCTGCTCCTGGAGCTTGACTACGCCGACTTTGGCTGCCC 
961 AGCCACCACCACCACAGCCACAGTGCCCACCACGAGGCCCGTGGTGCGGGAGCCCACAGC 
961 AGCCACCACCACCACAGCCACAGTGCCCACCACGAGGCCCGTGGTGCGGGAGCCCACAGC 
1021 CTTGTCTTCTAGCTTGGCTCCTACCTGGCTTAGCCCCACAGCGCCGGCCACTGAGGCCCC 
1021 CTTGTCTTCTAGCTTGGCTCCTACCTGGCTTAGCCCCACAGCGCCGGCCACTGAGGCCCC 
1081 CAGCCCGCCCTCCACTGCCCCACCGACTGTAGGGCCTGTCCCCCAGCCCCAGGACTGCCC 



I— ' 



P_AAX 87261 1081 CAGCCCGCCCTCCACTGCCCCACCGACTGTAGGGCCTGTCCCCCAGCCCCAGGACTGCCC 

DNA4 4804 1141 ACCGTCCACCTGCCTCAATGGGGGCACATGCCACCTGGGGACACGGCACCACCTGGCGTG 

P_AAX87261 1141 ACCGTCCACCTGCCTCAATGGGGGCACATGCCACCTGGGGACACGGCACCACCTGGCGTG 

DNA4 4 804 1201 CTTGTGCCCCGAAGGCTTCACGGGCCTGTACTGTGAGAGCCAGATGGGGCAGGGGACACG 

P_AAX 87261 1201 CTTGTGCCCCGAAGGCTTCACGGGCCTGTACTGTGAGAGCCAGATGGGGCAGGGGACACG 

DNA4 4804 1261 GCCCAGCCCTACACCAGTCACGCCGAGGCCACCACGGTCCCTGACCCTGGGCATCGAGCC 

P_AAX87261 1261 GCCCAGCCCTACACCAGTCACGCCGAGGCCACCACGGTCCCTGACCCTGGGCATCGAGCC 

DNA4 4 804 1321 GGTGAGCCCCACCTCCCTGCGCGTGGGGCTGCAGCGCTACCTCCAGGGGAGCTCCGTGCA 

P_AAX8 7 261 1321 GGTGAGCCCCACCTCCCTGCGCGTGGGGCTGCAGCGCTACCTCCAGGGGAGCTCCGTGCA 

DNA4 4 804 1381 GCTCAGGAGCCTCCGTCTCACCTATCGCAACCTATCGGGCCCTGATAAGCGGCTGGTGAC 

P_AAX 87261 1381 GCTCAGGAGCCTCCGTCTCACCT ATCGCAACCTATCGGGCCCTGATAAGCGGCTGGTGAC 

DNA4 4804 1441 GCTGCGACTGCCTGCCTCGCTCGCTGAGTACACGGTCACCCAGCTGCGGCCCAACGCCAC 

P_AAX 87261 1441 GCTGCGACTGCCTGCCTCGCTCGCTGAGTACACGGTCACCCAGCTGCGGCCCAACGCCAC 

■ DNA4 4804 1501 TTACTCCGTCTGTGTCATGCCTTTGGGGCCCGGGCGGGTGCCGGAGGGCGAGGAGGCCTG 

P_AAX 87261 1501 TTACTCCGTCTGTGTCATGCCTT TGGGGCCCGGGCGGGTGCCGGAGGGCGAGGAGGCCTG 

DNA4 4804 1561 CGGGGAGGCCCATACACCCCCAGCCGTCCACTCCAACCACGCCCCAGTCACCCAGGCCCG 

P_AAX87261 1561 CGGGGAGGCCCATACACCCCCAGCCGTCCACTCCAACCACGCCCCAGTCACCCAGGCCCG 

DNA4 4804 1621 CGAGGGCAACCTGCCGCTCCTCATTGCGCCCGCCCTGGCCGCGGTGCTCCTGGCCGCGCT 
********★**★***+***************+*****+*** ******************* 

P_AAX 87261 1621 CGAGGGCAACCTGCCGCTCCTCATTGCGCCCGCCCTGGCCGCGGTGCTCCTGGCCGCGCT 

DNA4 4804 1681 GGCTGCGGTGGGGGCAGCCTACTGTGTGCGGCGGGGGCGGGCCATGGCAGCAGCGGCTCA 

P_AAX 87261 1681 GGCTGCGGTGGGGGCAGCCTACTGTGTGCGGCGGGGGCGGGCCATGGCAGCAGCGGCTCA 

DNA4 4804 1741 GGACAAAGGGCAGGTGGGGCCAGGGGCTGGGCCCCTGGAACTGGAGGGAGTGAAGGTCCC 

P_AAX87261 1741 GGACAAAGGGCAGGTGGGGCCAGGGGCTGGGCCCCTGGAACTGGAGGGAGTGAAGGTCCC 

DNA4 4804 1801 CTTGGAGCCAGGCCCGAAGGCAACAGAGGGCGGTGGAGAGGCCCTGCCCAGCGGGTCTGA 

P_AAX8 7 261 1801 CTTGGAGCCAGGCCCGAAGGCAAC AGAGGGCGGTGGAGAGGCCCTGCCCAGCGGGTCTGA 

DNA4 4804 1861 GTGTGAGGTGCCACTCATGGGCTTCCCAGGGCCTGGCCTCCAGTCACCCCTCCACGCAAA 

P_AAX 87261 1861 GTGTGAGGTGCCACTCATGGGCTTCCCAGGGCCTGGCCTCCAGTCACCCCTCCACGCAAA 

DNA4 4804 1921 GCCCTACATCTAAGCCAGAGAGAGACAGGGCAGCTGGGGCCGGGCTCTCAGCCAGTGAGA 



P_AAX8 7 261 1921 GCCCTACATCTAAGCCAGAGAGAGACAGGGCAGCTGGGGCCGGGCTCTCAGCCAGTGAGA 

DNA4 4 804 1981 TGGCCAGCCCCCTCCTGCTGCCACACCACGTAAGTTCTCAGTCCCAACCTCGGGGATGTG 
it*********************************************************** 

P_AAX 87261 1981 TGGCCAGCCCCCTCCTGCTGCCACACCACGTAAGTTCTCAGTCCCAACCTCGGGGATGTG 

DNA4 4804 2041 TGCAGACAGGGCTGTGTGACCACAGCTGGGCCCTGTTCCCTCTGGACCTCGGTCTCCTCA 

P_AAX 87261 2041 TGCAGACAGGGCTGTGTGACCACAGCTGGGCCCTGTTCCCTCTGGACCTCGGTCTCCTCA 

DNA4 4 804 2101 TCTGTGAGATGCTGTGGCCCAGCTGACGAGCCCTAACGTCCCCAGAACCGAGTGCCTATG 

P_AAX 87261 2101 TCTGTGAGATGCTGTGGCCCAGCTGACGAGCCCTAACGTCCCCAGAACCGAGTGCCTATG 

DNA4 4804 2161 AGGACAGTGTCCGCCCTGCCCTCCGCAACGTGCAGTCCCTGGGCACGGCGGGCCCTGCCA 

P_AAX 87261 2161 AGGACAGTGTCCGCCCTGCCCTCCGCAACGTGCAGTCCCTGGGCACGGCGGGCCCTGCCA 

DNA4 4804 2221 TGTGCTGGTAACGCATGCCTGGGCCCTGCTGGGCTCTCCCACTCCAGGCGGACCCTGGGG 

P_AAX 87261 2221 TGTGCTGGTAACGCATGCCTGGGCCCTGCTGGGCTCTCCCACTCCAGGCGGACCCTGGGG 

DNA4 4804 2281 GCCAGTGAAGGAAGCTCCCGGAAAGAGCAGAGGGAGAGCGGGTAGGCGGCTGTGTGACTC 
★**+**+**★***********+++***+*+**+***+***+**** 
P_AAX8 7 2 61 2281 GCCAGTGAAGGAAGCTCCCGGAAAGAGCAGAGGGAGAGCGGGTAGGCGGCTGTGTGACTC 

DNA4 4804 2341 TAGTCTTGGCCCCAGGAAGCGAAGGAACAAAAGAAACTGGAAAGGAAGATGCTTTAGGAA 
P_AAX8 7261 2341 TAGTCTTGGCCCCAGGAAGCGAAGGAACAAAAGAAACTGGAAAGGAAGATGCTTTAGGAA 

DNA4 4 804 2401 CATGTTTTGCTTTTTTAAAATATATATATATTTATAAGAGATCCTTTCCCATTTATTCTG 
P_AAX87261 24 01 CATGTTTTGCTTTTTTAAAATATATATATATTTATAAGAGATCCTTTCCCATTTATTCTG 

DNA4 4804 2461 GGAAGATGTTTTTCAAACTCAGAGACAAGGACTTTGGTTTTTGTAAGACAAACGATGATA 
P_AAX87261 24 61 GGAAGATGTTTTTCAAACTCAGAGACAAGGACTTTGGTTTTTGTAAGACAAACGATGATA 

DNA44804 2521 TGAAGGCCTTTTGTAAGAAAAAATAAAAAAAAAAA 
P_AAX87261 2521 TGAAGGCCTTTTGTAAGAAAAAATAAAAAAAAAAA 

>5 P_AAA58765 cDNA encoding a leucine-rich surface glycoprotein (LRSG) . (2852 
bp) [2 segs] 

Score = 2142 {4246 bits), Expect = 0.0 [P_AAA587 65, ' seg 1/2] 
Identities = 2142/2142 (100%), at 407,655-2548,2796, Strand +/+ 

DNA4 4 804 407 CTGCGCCTGCCCCGCCTGCTGCTGCTGGACCTCAGCCACAACAGCCTCCTGGCCCTGGAG 

P_AAA58765 655 CTGCGCCTGCCCCGCCTGCTGCTGCTGGACCTCAGCCACAACAGCCTCCTGGCCCTGGAG 

DNA4 4 804 4 67 CCCGGCATCCTGGACACTGCCAACGTGGAGGCGCTGCGGCTGGCTGGTCTGGGGCTGCAG 

P_AAA5 87 65 715 CCCGGCATCCTGGACACTGCCAACGTGGAGGCGCTGCGGCTGGCTGGTCTGGGGCTGCAG 

DNA4 4 804 527 CAGCTGGACGAGGGGCTCTTCAGCCGCTTGCGCAACCTCCACGACCTGGATGTGTCCGAC 



P_AAA5 87 65 775 CAGCTGGACGAGGGGCTCTTCAGCCGCTTGCGCAACCTCCACGACCTGGATGTGTCCGAC 

DNA4 4 804 587 AACCAGCTGGAGCGAGTGCCACCTGTGATCCGAGGCCTCCGGGGCCTGACGCGCCTGCGG 

P_AAA5 87 65 835 AACCAGCTGGAGCGAGTGCCACCTGTGATCCGAGGCCTCCGGGGCCTGACGCGCCTGCGG 

DNA4 4 804 64 7 CTGGCCGGCAACACCCGCATTGCCCAGCTGCGGCCCGAGGACCTGGCCGGCCTGGCTGCC 

P_AAA5 8765 8 95 CTGGCCGGCAACACCCGCATTGCCCAGCTGCGGCCCGAGGACCTGGCCGGCCTGGCTGCC 

DNA4 4 804 707 CTGCAGGAGCTGGATGTGAGCAACCTAAGCCTGCAGGCCCTGCCTGGCGACCTCTCGGGC 

P_AAA5 87 65 955 CTGCAGGAGCTGGATGTGAGCAACCTAAGCCTGCAGGCCCTGCCTGGt GACCTCTCGGGC 

DNA4 4 804 7 67 CTCTTCCCCCGCCTGCGGCTGCTGGCAGCTGCCCGCAACCCCTTCAACTGCGTGTGCCCC 

P_AAA5 8765 1015 CTCTTCCCCCGCCTGCGGCTGCTGGCAGCTGCCCGCAACCCCTTCAACTGCGTGTGCCCC 

DNA4 4 804 827 CTGAGCTGGTTTGGCCCCTGGGTGCGCGAGAGCCACGTCACACTGGCCAGCCCTGAGGAG 

P_AAA58765 1075 CTGAGCTGGTTTGGCCCCTGGGTGCGCGAGAGCCACGTCACACTGGCCAGCCCTGAGGAG 

DNA4 4 804 887 ACGCGCTGCCACTTCCCGCCCAAGAACGCTGGCCGGCTGCTCCTGGAGCTTGACTACGCC 

P_AAA58765 1135 ACGCGCTGCCACTTCCCGCCCAAGAACGCTGGCCGGCTGCTCCTGGAGCTTGACTACGCC 

DNA4 4 804 947 GACTTTGGCTGCCCAGCCACCACCACCACAGCCACAGTGCCCACCACGAGGCCCGTGGTG 

P_AAA58 7 65 1195 GACTTTGGCTGCCCAGCCACCACCACCACAGCCACAGTGCCCACCACGAGGCCCGTGGTG 

DNA4 4804 1007 CGGGAGCCCACAGCCTTGTCTTCTAGCTTGGCTCCTACCTGGCTTAGCCCCACAGCGCCG 

P_AAA5 8765 1255 CGGGAGCCCACAGCCTTGTCTTCTAGCTTGGCTCCTACCTGGCTTAGCCCCACAGCGCCG 

DNA4 4804 1067 GCCACTGAGGCCCCCAGCCCGCCCTCCACTGCCCCACCGACTGTAGGGCCTGTCCCCCAG 

P_AAA5 8765 1315 GCCACTGAGGCCCCCAGCCCGCCCTCCACTGCCCCACCGACTGTAGGGCCTGTCCCCCAG 

DNA4 4804 1127 CCCCAGGACTGCCCACCGTCCACCTGCCTCAATGGGGGCACATGCCACCTGGGGACACGG 

P_AAA5 8765 1375 CCCCAGGACTGCCCACCGTCCACCTGCCTCAATGGGGGCACATGCCACCTGGGGACACGG 

DNA4 4804 1187 CACCACCTGGCGTGCTTGTGCCCCGAAGGCTTCACGGGCCTGTACTGTGAGAGCCAGATG 

P_AAA5 8765 1435 CACCACCTGGCGTGCTTGTGCCCCGAAGGCTTCACGGGCCTGTACTGTGAGAGCCAGATG 

DNA4 4804 1247 GGGCAGGGGACACGGCCCAGCCCTACACCAGTCACGCCGAGGCCACCACGGTCCCTGACC 

P_AAA58765 14 95 .GGGCAGGGGACACGGCCCAGCCCTACACCAGTCACGCCGAGGCCACCACGGTCCCTGACC 

DNA4 4 804 1307 CTGGGCATCGAGCCGGTGAGCCCCACCTCCCTGCGCGTGGGGCTGCAGCGCTACCTCCAG 

P_AAA587 65 1555 CTGGGCATCGAGCCGGTGAGCCCCACCTCCCTGCGCGTGGGGCTGCAGCGCTACCTCCAG 

DNA4 4 804 1367 GGGAGCTCCGTGCAGCTCAGGAGCCTCCGTCTCACCTATCGCAACCTATCGGGCCCTGAT 

P AAA587 65 1615 GGGAGCTCCGTGCAGCTCAGGAGCCTCCGTCTCACCTATCGCAACCTATCGGGCCCTGAT 



DNA4 4804 1427 AAGCGGCTGGTGACGCTGCGACTGCCTGCCTCGCTCGCTGAGTACACGGTCACCCAGCTG 

P_AAA5 8765 1675 AAGCGGCTGGTGACGCTGCGACTGCCTGCCTCGCTCGCTGAGTACACGGTCACCCAGCTG 

DNA4 4 804 14 87 CGGCCCAACGCCACTTACTCCGTCTGTGTCATGCCTTTGGGGCCCGGGCGGGTGCCGGAG 
+*+*+*******+++**+*******+*+*****+************************** 

P_AAA5 8765 1735 CGGCCCAACGCCACTT ACTCCGTCTGTGTCATGCCTTTGGGGCCCGGGCGGGTGCCGGAG 

DNA4 4804 1547 GGCGAGGAGGCCTGCGGGGAGGCCCATACACCCCCAGCCGTCCACTCCAACCACGCCCCA 
★★★★★★★a-**************************************************** 

P_AAA5 8765 1795 GGCGAGGAGGCCTGCGGGGAGGCCCATACACCCCCAGCCGTCCACTCCAACCACGCCCCA 

DNA4 4804 1607 GTCACCCAGGCCCGCGAGGGCAACCTGCCGCTCCTCATTGCGCCCGCCCTGGCCGCGGTG 
★★a-********************************************************* 

P_AAA5 8765 1855 GTCACCCAGGCCCGCGAGGGCAACCTGCCGCTCCTCATTGCGCCCGCCCTGGCCGCGGTG 

DNA4 4 804 1667 CTCCTGGCCGCGCTGGCTGCGGTGGGGGCAGCCTACTGTGTGCGGCGGGGGCGGGCCATG 
+★+★***★*++**★**★★**★***********************★***+*********** 

P_AAA5 8765 1915 CTCCTGGCCGCGCTGGCTGCGGTGGGGGCAGCCTACTGTGTGCGGCGGGGGCGGGCCATG 

DNA4 4 804 17.27 GCAGCAGCGGCTCAGGACAAAGGGCAGGTGGGGCCAGGGGCTGGGCCCCTGGAACTGGAG 
**+*********+**++******************************************* 

P_AAA5 8765 1975 GCAGCAGCGGCTCAGGACAAAGGGCAGGTGGGGCCAGGGGCTGGGCCCCTGGAACTGGAG 

DNA4 4804 1787 GGAGTGAAGGTCCCCTTGGAGCCAGGCCCGAAGGCAACAGAGGGCGGTGGAGAGGCCCTG 
+**********++******************************************** *** 

P_AAA58765 2035 GGAGTGAAGGTCCCCTTGGAGCCAGGCCCGAAGGCAACAGAGGGCGGTGGAGAGGCCCTG 

DNA4 4804 1847 CCCAGCGGGTCTGAGTGTGAGGTGCCACTCATGGGCTTCCCAGGGCCTGGCCTCCAGTCA 

P_AAA58765 2095 CCCAGCGGGTCTGAGTGTGAGGTGCCACTCATGGGCTTCCCAGGGCCTGGCCTCCAGTCA 

DNA4 4 804 1 907 CCCCTCCACGCAAAGCCCTACATCTAAGCCAGAGAGAGACAGGGCAGCTGGGGCCGGGCT 

P_AAA5 8765 2155 CCCCTCCACGCAAAGCCCTACATCTAAGCCAGAGAGAGACAGGGCAGCTGGGGCCGGGCT 

DNA4 4804 1967 CTCAGCCAGTGAGATGGCCAGCCCCCTCCTGCTGCCACACCACGTAAGTTCTCAGTCCCA 
★★a-********************************************************* 

P_AAA587 65 2215 CTCAGCCAGTGAGATGGCCAGCCCCCTCCTGCTGCCACACCACGTAAGTTCTCAGTCCCA 

DNA4 4804 2027 ACCTCGGGGATGTGTGCAGACAGGGCTGTGTGACCACAGCTGGGCCCTGTTCCCTCTGGA 
************************************************************ 

P_AAA5 8765 2275 ACCTCGGGGATGTGTGCAGACAGGGCTGTGTGACCACAGCTGGGCCCTGTTCCCTCTGGA 

DNA4 4804 2087 CCTCGGTCTCCTCATCTGTGAGATGCTGTGGCCCAGCTGACGAGCCCTAACGTCCCCAGA 
************************************************************ 

P_AAA5 8765 2335 CCTCGGTCTCCTCATCTGTGAGATGCTGTGGCCCAGCTGACGAGCCCTAACGTCCCCAGA 

DNA4 4804 2147 ACCGAGTGCCTATGAGGACAGTGTCCGCCCTGCCCTCCGCAACGTGCAGTCCCTGGGCAC 
************************************************************ 

P_AAA5 8 7 65 2395 ACCGAGTGCCTATGAGGACAGTGTCCGCCCTGCCCTCCGCAACGTGCAGTCCCTGGGCAC 

DNA4 4804 2207 GGCGGGCCCTGCCATGTGCTGGTAACGCATGCCTGGGCCCTGCTGGGCTCTCCCACTCCA 
*********+**************+***************++**+***+*********** 

P AAA58765 2455 GGCGGGCCCTGCCATGTGCTGGTAACGCATGCCTGGGCCCTGCTGGGCTCTCCCACTCCA 



DNA4 4804 2267 GGCGGACCCTGGGGGCCAGTGAAGGAAGCTCCCGGAAAGAGCAGAGGGAGAGCGGGT AGG 

P_AAA5 8765 2515 GGCGGACCCTGGGGGCCAGTGAAGGAAGCTCCCGGAAAGAGCAGAGGGAGAGCGGGT AGG 

DNA4 4 804 2327 CGGCTGTGTGACTCTAGTCTTGGCCCCAGGAAGCGAAGGAACAAAAGAAACTGGAAAGGA 

p_AAA5 8765 2575 CGGCTGTGTGACTCTAGTCTTGGCCCCAGGAAGCGAAGGAACAAAAGAAACTGGAAAGGA 

DNA4 4804 2387 AGATGCTTTAGGAACATGTTTTGCTTTTTTAAAATATATATATATTTATAAGAGATCCTT 

P_AAA587 65 2 635 AGATGCTTTAGGAACATGTTTTGCTTTTTTAAAATATATATATATTTATAAGAGATCCTT 

DNA4 4804 2447 TCCCATTTATTCTGGGAAGATGTTTTTCAAACTCAGAGACAAGGACTTTGGTTTTTGTAA 

P_AAA587 65 2 695 TCCCATTTATTCTGGGAAGATGTTTTTCAAACTCAGAGACAAGGACTTTGGTTTTTGTAA 

DNA4 4 804 2507 G AC AAACG AT GAT AT GAAGG CC T T T T G T AAG AAAAAAT AAAA 

P_AAA587 65 2755 GACAAACGATGATATGAAGGCCTTTTGTAAGAAAAAATAAAA 

Score = 406 (805 bits), Expect =0.0 [P_AAA58765 / seg 2/2] 

Identities = 409/410 (99%), at 1,24-410,433, Strand + /+ 

DNA4 4 804 1 GGGGCGGGTGGACGCGGACTCGAACGCAGTTGCTTCGGGACCCAGGACCCCCTCGGGCCC 

P_AAA5 8765 24 GGGGCGGGTGGACGCGGACTCGAACGCAGTTGCTTCGGGACCCAGGACCCCCTCGGGCCC 

DNA4 4 804 61 GACCCGCCAGGAAAGACTGAGGCCGCGGCCTGCCCCGCCCGGCTCCCTGCGCCGCCGCCG 

P_AAA5 87 65 84 GACCCGCCAGGAAAGACTGAGGCCGCGGCCTGCCCCGCCCGGCTCCCTGCGCCGCCGCCG 

DNA4 4 804 121 CCTCCCGGGACAGAAGATGTGCTCCAGGGTCCCTCTGCTGCTGCCGCTGCTCCTGCTACT 

P_AAA5 87 65 14 4 CCTCCCGGGACAGAAGATGTGCTCCAGGGTCCCTCTGCTGCTGCCGCTGCTCCTGCTACT 

DNA4 4 804 181 GGCCCTGGGGCCTGGGGTGCAGGGCTGCCCATCCGGCTGCCAGTGCAGCCAGCCACAGAC 

P_AAA5 8 765 204 GGCCCTGGGGCCTGGGGTGCAGGGCTGCCCATCCGGCTGCCAGTGCAGCCAGCCACAGAC 

DNA4 4 804 241 AGTCTTCTGCACTGCCCGCCAGGGGACCACGGTGCCCCGAGACGTGCCACCCGACACGGT 

P_AAA5 87 65 264 AGTCTTCTGCACTGCCCGCCAGGGGACCACGGTGCCCCGAGACGTGCCACCCGACACGGT 

DNA4 4 804 301 GGGGCTGTACGTCTTTGAGAACGGCATCACCATGCTCGACGCAAGCAGCTTTGCCGGCCT 

P_AAA587 65 324 GGGGCTGTACGTCTTTGAGAACGGCATCACCATGCTCGACGCAGGCAGCTTTGCCGGCCT 

DNA4 4 804 361 GCCGGGCCTGCAGCTCCTGGACCTGTCACAGAACCAGATCGCCAGCCTGC 

P_AAA587 65 384 GCCGGGCCTGCAGCTCCTGGACCTGTCACAGAACCAGATCGCCAGCCTGC ■ 

>6 AC012676 Homo sapiens chromosome 16 clone RP11-295D4, WORKING DRAFT (172139 
bp) [3 segs] 

Score = 2138 (4238 bits), Expect - 0.0 [AC012676, seg 1/3] 

Identities = 2141/2142 (99%), at 407,81365-2548,83506, Strand +/+ 

DNA4 4 804 4 07 CTGCGCCTGCCCCGCCTGCTGCTGCTGGACCTCAGCCACAACAGCCTCCTGGCCCTGGAG 



AC012676 81365 CTGCGCCTGCCCCGCCTGCTGCTGCTGGACCTCAGCCACAACAGCCTCCTGGCCCTGGAG 

DNA4 4 804 4 67 CCCGGCATCCTGGACACTGCCAACGTGGAGGCGCTGCGGCTGGCTGGTCTGGGGCTGCAG 

AC012676 81425 CCCGGCATCCTGGACACTGCCAACGTGGAGGCGCTGCGGCTGGCTGGTCTGGGGCTGCAG 

DNA4 4 804 527 CAGCTGGACGAGGGGCTCTTCAGCCGCTTGCGCAACCTCCACGACCTGGATGTGTCCGAC 

ACO 12 67 6 814 8 5 CAGCTGGACGAGGGGCTCTTCAGCCGCTTGCGCAACCTCCACGACCTGGATGTGTCCGAC 

DNA4 4 804 587 AACCAGCTGGAGCGAGTGCCACCTGTGATCCGAGGCCTCCGGGGCCTGACGCGCCTGCGG 

AC012 67 6 8154 5 AACCAGCTGGAGCGAGTGCCACCTGTGATCCGAGGCCTCCGGGGCCTGACGCGCCTGCGG 

DNA4 4 804 64 7 CTGGCCGGCAACACCCGCATTGCCCAGCTGCGGCCCGAGGACCTGGCCGGCCTGGCTGCC 

AC012676 81605 CTGGCCGGCAACACCCGCATTGCCCAGCTGCGGCCCGAGGACCTGGCCGGCCTGGCTGCC 

DNA4 4 804 707 CTGCAGGAGCTGGATGTGAGCAACCTAAGCCTGCAGGCCCTGCCTGGCGACCTCTCGGGC 

AC012 676 81665 CTGCAGGAGCTGGATGTGAGCAACCTAAGCCTGCAGGCCCTGCCTGGCGACCTCTCGGGC 

DNA4 4804 7 67 CTCTTCCCCCGCCTGCGGCTGCTGGCAGCTGCCCGC7\ACCCCTTCAACTGCGTGTGCCCC 

AC012676 81725 CTCTTCCCCCGCCTGCGGCTGCTGGCAGCTGCCCGCAACCCCTTCAACTGCGTGTGCCCC 

DNA4 4 804 827 CTGAGCTGGTTTGGCCCCTGGGTGCGCGAGAGCCACGTCACACTGGCCAGCCCTGAGGAG 

AC012676 81785 CTGAGCTGGTTTGGCCCCTGGGTGCGCGAGAGCCACGTCACACTGGCCAGCCCTGAGGAG 

DNA4 4 804 887 ACGCGCTGCCACTTCCCGCCCAAGAACGCTGGCCGGCTGCTCCTGGAGCTTGACTACGCC 

AC012 67 6 81845 ACGCGCTGCCACTTCCCGCCCAAGAACGCTGGCCGGCTGCTCCTGGAGCTTGACTACGCC 

DNA4 4 804 94 7 GACTTTGGCTGCCCAGCCACCACCACCACAGCCACAGTGCCCACCACGAGGCCCGTGGTG 

AC01267 6 81905 GACTTTGGCTGCCCAGCCACCACCACCACAGCCACAGTGCCCACCACGAGGCCCGTGGTG 

DNA4 4 804 1007 CGGGAGCCCACAGCCTTGTCTTCTAGCTTGGCTCCTACCTGGCTTAGCCCCACAGCGCCG 

AC012676 81965 CGGGAGCCCACAGCCTTGTCTTCTAGCTTGGCTCCTACCTGGCTTAGCCCCACAGAGCCG 

DNA4 4804 1067 GCCACTGAGGCCCCCAGCCCGCCCTCCACTGCCCCACCGACTGTAGGGCCTGTCCCCCAG 

AC012676 82025 GCCACTGAGGCCCCCAGCCCGCCCTCCACTGCCCCACCGACTGTAGGGCCTGTCCCCCAG 

DNA4 4804 1127 CCCCAGGACTGCCCACCGTCCACCTGCCTCAATGGGGGCACATGCCACCTGGGGACACGG 

AC012676 82085 CCCCAGGACTGCCCACCGTCCACCTGCCTCAATGGGGGCACATGCCACCTGGGGACACGG 

DNA4 4 804 118 7 CACCACCTGGCGTGCTTGTGCCCCGAAGGCTTCACGGGCCTGTACTGTGAGAGCCAGATG 

AC012 67 6 8214 5 CACCACCTGGCGTGCTTGTGCCCCGAAGGCTTCACGGGCCTGTACTGTGAGAGCCAGATG 

DNA4 4804 1247 GGGCAGGGGACACGGCCCAGCCCTACACCAGTCACGCCGAGGCCACCACGGTCCCTGACC 



AC012676 



82205 GGGCAGGGGACACGGCCCAGCCCTACACCAGTCACGCCGAGGCCACCACGGTCCCTGACC 



DNA4 4804 1307 CTGGGCATCGAGCCGGTGAGCCCCACCTCCCTGCGCGTGGGGCTGCAGCGCT ACCTCCAG 

AC01267 6 82265 CTGGGCATCGAGCCGGTGAGCCCCACCTCCCTGCGCGTGGGGCTGCAGCGCTACCTCCAG 

DNA4 4804 1367 GGGAGCTCCGTGCAGCTCAGGAGCCTCCGTCTCACCTATCGCAACCTATCGGGCCCTGAT 

AC01267 6 82325 GGGAGCTCCGTGCAGCTCAGGAGCCTCCGTCTCACCTATCGCAACCTATCGGGCCCTGAT 

DNA4 4804 1427 AAGCGGCTGGTGACGCTGCGACTGCCTGCCTCGCTCGCTGAGT ACACGGTCACCCAGCTG 

AC012676 82385 AAGCGGCTGGTGACGCTGCGACTGCCTGCCTCGCTCGCTGAGTACACGGTCACCCAGCTG 

DNA4 4804 1487 CGGCCCAACGCCACTTACTCCGTCTGTGTCATGCCTTTGGGGCCCGGGCGGGTGCCGGAG 

AC012676 82445 CGGCCCAACGCCACTTACTCCGTCTGTGTCATGCCTTTGGGGCCCGGGCGGGTGCCGGAG 

DNA4 4804 1547 GGCGAGGAGGCCTGCGGGGAGGCCCATACACCCCCAGCCGTCCACTCCAACCACGCCCCA 

AC012676 82505 GGCGAGGAGGCCTGCGGGGAGGCCCATACACCCCCAGCCGTCCACTCCAACCACGCCCCA 

DNA4 4804 1607 GTCACCCAGGCCCGCGAGGGCAACCTGCCGCTCCTCATTGCGCCCGCCCTGGCCGCGGTG 

AC 012676 82565 GTCACCCAGGCCCGCGAGGGCAACCTGCCGCTCCTCATTGCGCCCGCCCTGGCCGCGGTG 

DNA4 4804 1667 CTCCTGGCCGCGCTGGCTGCGGTGGGGGCAGCCTACTGTGTGCGGCGGGGGCGGGCCATG 

AC012676 82 625 CTCCTGGCCGCGCTGGCTGCGGTGGGGGCAGCCTACTGTGTGCGGCGGGGGCGGGCCATG 

DNA4 4804 1727 GCAGCAGCGGCTCAGGACAAAGGGCAGGTGGGGCCAGGGGCTGGGCCCCTGGAACTGGAG 

AC012676 82685 GCAGCAGCGGCTCAGGACAAAGGGCAGGTGGGGCCAGGGGCTGGGCCCCTGGAACTGGAG 

DNA4 4804 1787 GGAGTGAAGGTCCCCTTGGAGCCAGGCCCGAAGGCAACAGAGGGCGGTGGAGAGGCCCTG 

ACO 12676 82745 GGAGTGAAGGTCCCCTTGGAGCCAGGCCCGAAGGCAACAGAGGGCGGTGGAGAGGCCCTG 

DNA4 4804 1847 CCCAGCGGGTCTGAGTGTGAGGTGCCACTCATGGGCTTCCCAGGGCCTGGCCTCCAGTCA 

AC 012676 82805 CCCAGCGGGTCTGAGTGTGAGGTGCCACTCATGGGCTTCCCAGGGCCTGGCCTCCAGTCA 

DNA4 4 804 1907 CCCCTCCACGCAAAGCCCTACATCTAAGCCAGAGAGAGACAGGGCAGCTGGGGCCGGGCT 

AC 012676 82865 CCCCTCCACGCAAAGCCCTACATCTAAGCCAGAGAGAGACAGGGCAGCTGGGGCCGGGCT 

DNA4 4 804 1967 CTCAGCCAGTGAGATGGCCAGCCCCCTCCTGCTGCCACACCACGTAAGTTCTCAGTCCCA 

ACO 12 67 6 82925 CTCAGCCAGTGAGATGGCCAGCCCCCTCCTGCTGCCACACCACGTAAGTTCTCAGTCCCA 

DNA4 4 804 2027 ACCTCGGGGATGTGTGCAGACAGGGCTGTGTGACCACAGCTGGGCCCTGTTCCCTCTGGA 

AC012676 82985 ACCTCGGGGATGTGTGCAGACAGGGCTGTGTGACCACAGCTGGGCCCTGTTCCCTCTGGA 



DNA4 4804 2087 CCTCGGTCTCCTCATCTGTGAGATGCTGTGGCCCAGCTGACGAGCCCTAACGTCCCCAGA 
AC012 67 6 8304 5 CCTCGGTCTCCTCATCTGTGAGAT.GCTGTGGCCCAGCTGACGAGCCCTAACGTCCCCAGA 



DNA4 4 804 2147 ACCGAGTGCCTATGAGGACAGTGTCCGCCCTGCCCTCCGCAACGTGCAGTCCCTGGGCAC 
************************************************************ 
AC012676 83105 ACCGAGTGCCTATGAGGACAGTGTCCGCCCTGCCCTCCGCAACGTGCAGTCCCTGGGCAC 

DNA44804 2207 GGCGGGCCCTGCCATGTGCTGGTAACGCATGCCTGGGCCCTGCTGGGCTCTCCCACTCCA 

AC012676 83165 GGCGGGCCCTGCCATGTGCTGGTAACGCATGCCTGGGCCCTGCTGGGCTCTCCCACTCCA 

GGCGGACCCTGGGGGCCAGTGAAGGAAGCTCCCGGAAAGAGCAGAGGGAGAGCGGGTAGG 



DNA44804 2267 

**** * 

ACO 1 2 6 7 6 83225 GGCGGACCCTGGGGGCCAGTGAAGGAAGCTCCCGGAAAGAGCAGAGGGAGAGCGGGTAGG 



t ****************************************************** 



CGGCTGTGTGACTCTAGTCTTGGCCCCAGGAAGCGAAGGAACAAAAGAAACTGGAAAGGA 



DNA44804 2327 

********* 

ACO 12676 83285 CGGCTGTGTGACTCTAGTCTTGGCCCCAGGAAGCGAAGGAACAAAAGAAACTGGAAAGGA 



t **************************************************** 



DNA44804 2387 AGAT 



GCTTTAGGAACATGTTTTGCTTTTTTAAAATATATATATATTTATAAGAGATCCTT 



**************************** 



******************************** 



ACO 1 2 67 6 8334 5 AGATGCTTTAGGAACATGTTTTGCTTTTTTAAAATATATATATATTTATAAGAGATCCTT 

DNA4 4 804 24 47 TCCCATTTATTCTGGGAAGATGTTTTTCAAACTCAGAGACAAGGACTTTGGTTTTTGTAA 

ACO 1 2 6 7 6 834 05 TCCCATTT ATTCTGGGAAGATGTTTTTCAAACTCAGAGACAAGGACTTTGGTTTTTGTAA 

DNA4 4 804 2507 G AC AAACG AT GAT AT G AAGG C CT T T T G T AAG AAAAAAT AAAA 
****************************************** 
ACO 12 67 6 834 65 GACAAACGATGATATGAAGGCCTTTTGTAAGAAAAAATAAAA 

Score = 280 (555 bits), Expect = e-154 [AC012676, seg 2/3] 
Identities = 283/284 (99%), at 127,80860-410,81143, Strand +/+ 



DNA4 4804 127 GGGACAGAAGATGTGCTCCAGGGTCCCTCTGCTGCTGCCGCTGCTCCTGCTACTGGCCCT 
************************************************************ 
AC012676 80860 GGGACAGAAGATGTGCTCCAGGGTCCCTCTGCTGCTGCCGCTGCTCCTGCTACTGGCCCT 



DNA4 4804 187 GGGGCCTGGGGTGCAGGGCTGCCCATCCGGCTGCCAGTGCAGCCAGCCACAGACAGTCTT 
************************************************************ 
AC012676 80920 GGGGCCTGGGGTGCAGGGCTGCCCATCCGGCTGCCAGTGCAGCCAGCCACAGACAGTCTT 

DNA4 4 804 247 CTGCACTGCCCGCCAGGGGACCACGGTGCCCCGAGACGTGCCACCCGACACGGTGGGGCT 
************************************************************ 
AC012676 80980 CTGCACTGCCCGCCAGGGGACCACGGTGCCCCGAGACGTGCCACCCGACACGGTGGGGCT 

DNA44804 307 GTACGTCTTTGAGAACGGCATCACCATGCTCGACGCAAGCAGCTTTGCCGGCCTGCCGGG 
************************************* ********************** 
AC 012676 81040 GTACGTCTTTGAGAACGGCATCACCATGCTCGACGCAGGCAGCTTTGCCGGCCTGCCGGG 

DNA4 4 804 367 CCTGCAGCTCCTGGACCTGTCACAGAACCAGATCGCCAGCCTGC 
******************************************** 
AC012676 81100 CCTGCAGCTCCTGGACCTGTCACAGAACCAGATCGCCAGCCTGC 

Score = 128 (254 bits), Expect = le-63 [AC012676, seg 3/3] 
Identities = 128/128 (100%), at 1,71859-128,71986, Strand + /+ 



r>NA4 4R04 



GGGGCGGGTGGACGCGGACTCGAACGCAGTTGCTTCGGGACCCAGGACCCCCTCGGGCCC 



AC012676 71859 GGGGCGGGTGGACGCGGACTCGAACGCAGTTGCTTCGGGACCCAGGACCCCCTCGGGCCC 

DNA4 4 804 61 GACCCGCCAGGAAAGACTGAGGCCGCGGCCTGCCCCGCCCGGCTCCCTGCGCCGCCGCCG 

AC 012676 71919 GACCCGCCAGGAAAGACTGAGGCCGCGGCCTGCCCCGCCCGGCTCCCTGCGCCGCCGCCG 

DNA44 804 121 CCTCCCGG 

AC012676 71979 CCTCCCGG 

>7 AC005222 Homo sapiens chromosome 16, cosmid clone RT163 (LANL), complete 
(40619 bp) [3 segs] 

Score = 2138 (4238 bits), Expect - 0.0 [AC005222, seg 1/3] 
Identities = 2141/2142 (99%), at 407,22755-2548,24896, Strand +/+ 

DNA4 4 804 407 CTGCGCCTGCCCCGCCTGCTGCTGCTGGACCTCAGCCACAACAGCCTCCTGGCCCTGGAG 

AC 00 5 2 2 2 22755 CTGCGCCTGCCCCGCCTGCTGCTGCTGGACCTCAGCCACAACAGCCTCCTGGCCCTGGAG 

DNA44804 4 67 CCCGGCATCCTGGACACTGCCAACGTGGAGGCGCTGCGGCTGGCTGGTCTGGGGCTGCAG 

AC 005222 22815 CCCGGCATCCTGGACACTGCCAACGTGGAGGCGCTGCGGCTGGCTGGTCTGGGGCTGCAG 

DNA4 4 804 527 CAGCTGGACGAGGGGCTCTTCAGCCGCTTGCGCAACCTCCACGACCTGGATGTGTCCGAC 

AC005222 22875 CAGCTGGACGAGGGGCTCTTCAGCCGCTTGCGCAACCTCCACGACCTGGATGTGTCCGAC 

DNA4 4804 587 AACCAGCTGGAGCGAGTGCCACCTGTGATCCGAGGCCTCCGGGGCCTGACGCGCCTGCGG 

AC005222 22935 AACCAGCTGGAGCGAGTGCCACCTGTGATCCGAGGCCTCCGGGGCCTGACGCGCCTGCGG 

DNA4 4804 647 CTGGCCGGCAACACCCGCATTGCCCAGCTGCGGCCCGAGGACCTGGCCGGCCTGGCTGCC 

AC 005222 22995 CTGGCCGGCAACACCCGCATTGCCCAGCTGCGGCCCGAGGACCTGGCCGGCCTGGCTGCC 

DNA4 4 804 707 CTGCAGGAGCTGGATGTGAGCAACCTAAGCCTGCAGGCCCTGCCTGGCGACCTCTCGGGC 

AC 005222 23055 CTGCAGGAGCTGGATGTGAGCAACCTAAGCCTGCAGGCCCTGCCTGGCGACCTCTCGGGC 

DNA4 4 804 767 CTCTTCCCCCGCCTGCGGCTGCTGGCAGCTGCCCGCAACCCCTTCAACTGCGTGTGCCCC 

AC005222 23115 CTCTTCCCCCGCCTGCGGCTGCTGGCAGCTGCCCGCAACCCCTTCAACTGCGTGTGCCCC 

DNA4 4 804 827 CTGAGCTGGTTTGGCCCCTGGGTGCGCGAGAGCCACGTCACACTGGCCAGCCCTGAGGAG 

AC005222 23175 CTGAGCTGGTTTGGCCCCTGGGTGCGCGAGAGCCACGTCACACTGGCCAGCCCTGAGGAG 

DNA4 4 804 887 ACGCGCTGCCACTTCCCGCCCAAGAACGCTGGCCGGCTGCTCCTGGAGCTTGACTACGCC 

AC005222 23235 ACGCGCTGCCACTTCCCGCCCAAGAACGCTGGCCGGCTGCTCCTGGAGCTTGACTACGCC 

DNA4 4 804 94 7 GACTTTGGCTGCCCAGCCACCACCACCACAGCCACAGTGCCCACCACGAGGCCCGTGGTG 

AC005222 23295 GACTTTGGCTGCCCAGCCACCACCACCACAGCCACAGTGCCCACCACGAGGCCCGTGGTG 



DNA44804 



1007 CGGGAGCCCACAGCCTTGTCTTCTAGCTTGGCTCCTACCTGGCTTAGCCCCACAGCGCCG 



AC005222 



23355 CGGGAGCCCACAGCCTTGTCTTCTAGCTTGGCTCCTACCTGGCTTAGCCCCACAGAGCCG 



DNA4 4804 1067 GCCACTGAGGCCCCCAGCCCGCCCTCCACTGCCCCACCGACTGTAGGGCCTGTCCCCCAG 

AC005222 23415 GCCACTGAGGCCCCCAGCCCGCCCTCCACTGCCCCACCGACTGTAGGGCCTGTCCCCCAG 

DNA4 4804 1127 CCCCAGGACTGCCCACCGTCCACCTGCCTCAATGGGGGCACATGCCACCTGGGGACACGG 

ACO 0 5222 23475 CCCCAGGACTGCCCACCGTCCACCTGCCTCAATGGGGGCACATGCCACCTGGGGACACGG 

DNA4 4804 1187 CACCACCTGGCGTGCTTGTGCCCCGAAGGCTTCACGGGCCTGTACTGTGAGAGCCAGATG 

AC005222 23535 CACCACCTGGCGTGCTTGTGCCCCGAAGGCTTCACGGGCCTGTACTGTGAGAGCCAGATG 

DNA4 4804 1247 GGGCAGGGGACACGGCCCAGCCCTACACCAGTCACGCCGAGGCCACCACGGTCCCTGACC 

AC 005222 23595 GGGCAGGGGACACGGCCCAGCCCT ACACCAGTCACGCCGAGGCCACC ACGGTCCCTGACC 

DNA4 4804 1307 CTGGGCATCGAGCCGGTGAGCCCCACCTCCCTGCGCGTGGGGCTGCAGCGCTACCTCCAG 

AC 005222 23655 CTGGGCATCGAGCCGGTGAGCCCCACCTCCCTGCGCGTGGGGCTGCAGCGCTACCTCCAG 

DNA44 804 1367 GGGAGCTCCGTGCAGCTCAGGAGCCTCCGTCTCACCTATCGCAACCTATCGGGCCCTGAT 

AC 005222 23715 GGGAGCTCCGTGCAGCTCAGGAGCCTCCGTCTCACCTATCGCAACCTATCGGGCCCTGAT 

DNA4 4804 1427 AAGCGGCTGGTGACGCTGCGACTGCCTGCCTCGCTCGCTGAGTACACGGTCACCCAGCTG 

AC005222 23775 AAGCGGCTGGTGACGCTGCGACTGCCTGCCTCGCTCGCTGAGTACACGGTCACCCAGCTG 

DNA4 4804 1487 CGGCCCAACGCCACTTACTCCGTCTGTGTCATGCCTTTGGGGCCCGGGCGGGTGCCGGAG 

AC005222 23835 CGGCCCAACGCCACTTACTCCGTCTGTGTCATGCCTTTGGGGCCCGGGCGGGTGCCGGAG 

DNA4 4804 1547 GGCGAGGAGGCCTGCGGGGAGGCCCAT ACACCCCCAGCCGTCCACTCCAACCACGCCCCA 

AC005222 23895 GGCGAGGAGGCCTGCGGGGAGGCCCAT ACACCCCCAGCCGTCCACTCCAACCACGCCCCA 

DNA4 4804 1607 GTCACCCAGGCCCGCGAGGGCAACCTGCCGCTCCTCATTGCGCCCGCCCTGGCCGCGGTG 

AC 005222 23955 GTCACCCAGGCCCGCGAGGGCAACCTGCCGCTCCTCATTGCGCCCGCCCTGGCCGCGGTG 

DNA4 4804 1667 CTCCTGGCCGCGCTGGCTGCGGTGGGGGCAGCCTACTGTGTGCGGCGGGGGCGGGCCATG 

AC005222 24015 CTCCTGGCCGCGCTGGCTGCGGTGGGGGCAGCCTACTGTGTGCGGCGGGGGCGGGCCATG 

DNA4 4804 1727 GCAGCAGCGGCTCAGGACAAAGGGCAGGTGGGGCCAGGGGCTGGGCCCCTGGAACTGGAG 

AC 005222 24075 GCAGCAGCGGCTCAGGACAAAGGGCAGGTGGGGCCAGGGGCTGGGCCCCTGGAACTGGAG 

DNA4 4804 1787 GGAGTGAAGGTCCCCTTGGAGCCAGGCCCGAAGGCAACAGAGGGCGGTGGAGAGGCCCTG 

AC005222 24135 GGAGTGAAGGTCCCCTTGGAGCCAGGCCCGAAGGCAACAGAGGGCGGTGGAGAGGCCCTG 



DNA4 4804 1847 CCCAGCGGGTCTGAGTGTGAGGTGCCACTCATGGGCTTCCCAGGGCCTGGCCTCCAGTCA 
AC 005222 24195 CCCAGCGGGTCTGAGTGTGAGGTGCCACTCATGGGCTTCCCAGGGCCTGGCCTCCAGTCA 



DNA4 4804 1907 CCCCTCCACGCAAAGCCCT ACATCTAAGCCAGAGAGAGACAGGGCAGCTGGGGCCGGGCT 

AC 005222 24255 CCCCTCCACGCAAAGCCCT ACATCTAAGCCAGAGAGAGACAGGGCAGCTGGGGCCGGGCT 

DNA4 4804 1967 CTCAGCCAGTGAGATGGCCAGCCCCCTCCTGCTGCCACACCACGTAAGTTCTCAGTCCCA 

AC005222 24 315 CTCAGCCAGTGAGATGGCCAGCCCCCTCCTGCTGCCACACCACGTAAGTTCTCAGTCCCA 

DNA4 4804 2027 ACCTCGGGGATGTGTGCAGACAGGGCTGTGTGACCACAGCTGGGCCCTGTTCCCTCTGGA 

AC005222 24375 ACCTCGGGGATGTGTGCAGACAGGGCTGTGTGACCACAGCTGGGCCCTGTTCCCTCTGGA 

DNA4 4 804 2087 CCTCGGTCTCCTCATCTGTGAGATGCTGTGGCCCAGCTGACGAGCCCTAACGTCCCCAGA 

AC005222 24 435 CCTCGGTCTCCTCATCTGTGAGATGCTGTGGCCCAGCTGACGAGCCCTAACGTCCCCAGA 

DNA4 4804 2147 ACCGAGTGCCTATGAGGACAGTGTCCGCCCTGCCCTCCGCAACGTGCAGTCCCTGGGCAC 

AC005222 244 95 ACCGAGTGCCTATGAGGACAGTGTCCGCCCTGCCCTCCGCAACGTGCAGTCCCTGGGCAC 

DNA4 4 804 2207 GGCGGGCCCTGCCATGTGCTGGTAACGCATGCCTGGGCCCTGCTGGGCTCTCCCACTCCA 

AC005222 24555 GGCGGGCCCTGCCATGTGCTGGTAACGCATGCCTGGGCCCTGCTGGGCTCTCCCACTCCA 

DNA4 4804 2267 GGCGGACCCTGGGGGCCAGTGAAGGAAGCTCCCGGAAAGAGCAGAGGGAGAGCGGGTAGG 

AC005222 24 615 GGCGGACCCTGGGGGCCAGTGAAGGAAGCTCCCGGAAAGAGCAGAGGGAGAGCGGGTAGG 

DNA4 4804 2327 CGGC TGTGTGACTCTAGTCTTGGCCCCAGGAAGCGAAGGAACAAAAGAAACTGGAAAGGA 

AC005222 24 675 CGGCTGTGTGACTCTAGTCTTGGCCCCAGGAAGCGAAGGAACAAAAGAAACTGGAAAGGA 

DNA4 4804 2387 AGATGCTTTAGGAACATGTTTTGCTTTTTTAAAATATATATATATTTATAAGAGATCCTT 

AC005222 24 735 AGATGCTTTAGGAACATGTTTTGCTTTTTTAAAATATATATATATTTATAAGAGATCCTT 

DNA44 804 24 4 7 TCCCATTTATTCTGGGAAGATGTTTTTCAAACTCAGAGACAAGGACTTTGGTTTTTGTAA 

AC005222 24795 TCCCATTTATTCTGGGAAGATGTTTTTCAAACTCAGAGACAAGGACTTTGGTTTTTGTAA 

DNA4 4804 2507 GACAAACGATGATATGAAGGCCTTTTGTAAGAAAAAATAAAA 

AC005222 24855 GACAAACGATGATATGAAGGCCTTTTGTAAGAAAAAATAAAA 

Score = 280 (555 bits), Expect = e-154 [AC005222, seg 2/3] 
Identities = 283/284 (99%), at 127,22250-410,22533, Strand +/+ 

DNA4 4 804 127 GGGACAGAAGATGTGCTCCAGGGTCCCTCTGCTGCTGCCGCTGCTCCTGCTACTGGCCCT 

AC005222 22250 GGGACAGAAGATGTGCTCCAGGGTCCCTCTGCTGCTGCCGCTGCTCCTGCTACTGGCCCT 

DNA4 4804 187 GGGGCCTGGGGTGCAGGGCTGCCCATCCGGCTGCCAGTGCAGCCAGCCACAGACAGTCTT 

AC 005222 22310 GGGGCCTGGGGTGCAGGGCTGCCCATCCGGCTGCCAGTGCAGCCAGCCACAGACAGTCT T 

DNA4 4 804 24 7 CTGCACTGCCCGCCAGGGGACCACGGTGCCCCGAGACGTGCCACCCGACACGGTGGGGCT 




AC005222 22370 CTGCACTGCCCGCCAGGGGACCACGGTGCCCCGAGACGTGCCACCCGACACGGTGGGGCT 

DNA4 4 804 307 GTACGTCTTTGAGAACGGCATCACCATGCTCGACGCAAGCAGCTTTGCCGGCCTGCCGGG 

AC005222 224 30 GTACGTCTTTGAGAACGGCATCACCATGCTCGACGCAGGCAGCTTTGCCGGCCTGCCGGG 

DNA4 4 804 367 CCTGCAGCTCCTGGACCTGTCACAGAACCAGATCGCCAGCCTGC 
+ * + + * + + + + + + * + + * + + * + + + + + + + * + + 

AC005222 224 90 CCTGCAGCTCCTGGACCTGTCACAGAACCAGATCGCCAGCCTGC 

Score = 128 (254 bits), Expect = le-63 [AC005222, seg 3/3] 
Identities = 128/128 (100%), at 1,13249-128,13376, Strand +/+ 

DNA4 4 804 1 GGGGCGGGTGGACGCGGACTCGAACGCAGTTGCTTCGGGACCCAGGACCCCCTCGGGCCC 

AC 005222 13249 GGGGCGGGTGGACGCGGACTCGAACGCAGTTGCTTCGGGACCCAGGACCCCCTCGGGCCC 

DNA4 4 804 61 GACCCGCCAGGAAAGACTGAGGCCGCGGCCTGCCCCGCCCGGCTCCCTGCGCCGCCGCCG 

AC 005222 13309 GACCCGCCAGGAAAGACTGAGGCCGCGGCCTGCCCCGCCCGGCTCCCTGCGCCGCCGCCG 

DNA4 4 804 121 CCTCCCGG 

AC005222 13369 CCTCCCGG 

>8 P_AAF44105 Human PR01282 (UNQ652) nucleotide sequence SEQ ID NO:51. (2768 bp) 
[2 segs] 

Score = 2127 (4216 bits), Expect - 0.0 [P_AAF44105, seg 1/2] 

Identities = 2139/2142 (99%), Gaps = 2/2142 (0%), at 407,615-2548,2754, Strand 
+ /+ 

DNA4 4 804 4 07 CTGCGCCTGCCCCGCCTGCTGCTGCTGGACCTCAGCCACAACAGCCTCCTGGCCCTGGAG 
P_AAF4 4105 615 CTGCGCCTGCCCCGCCTGCTGCTGCTGGACCTCAGCCACAACAGCCTCCTGGCCCTGGAG 

DNA4 4 804 4 67 CCCGGCATCCTGGACACTGCCAACGTGGAGGCGCTGCGGCTGGCTGGTCTGGGGCTGCAG 
P AAF4 4105 675 CCCGGCATCCTGGACACTGCCAACGTGGAGGCGCTGCGGCTGGCTGGTCTGGGGCTGCAG 



DNA4 4 804 527 CAGCTGGACGAGGGGCTCTTCAGCCGCTTGCGCAACCTCCACGACCTGGATGTGTCCGAC 

P_AAF4 4105 735 CAGCTGGACGAGGGGCTCTTCAGCCGCTTGCGCAACCTCCACGACCTGGATGTGTCCGAC 

DNA4 4 804 587 AACCAGCTGGAGCGAGTGCCACCTGTGATCCGAGGCCTCCGGGGCCTGACGCGCCTGCGG 

P_AAF4 4105 795 AACCAGCTGGAGCGAGTGCCACCTGTGATCCGAGGCCTCCGGGGCCTGACGCGCCTGCGG 

DNA4 4 804 647 CTGGCCGGCAACACCCGCATTGCCCAGCTGCGGCCCGAGGACCTGGCCGGCCTGGCTGCC 

P_AAF4 4105 855 CTGGCCGGCAACACCCGCATTGCCCAGCTGCGGCCCGAGGACCTGGCCGGCCTGGCTGCC 

DNA4 4 804 707 CTGCAGGAGCTGGATGTGAGCAACCTAAGCCTGCAGGCCCTGCCTGGCGACCTCTCGGGC 

P AAF4 4105 915 CTGCAGGAGCTGGATGTGAGCAACCTAAGCCTGCAGGCCCTGCCTGGCGACCTCTCGGGC 



DNA44804 



767 



CTCTTCCCCCGCCTGCGGCTGCTGGCAGCTGCCCGCAACCCCTTCAACTGCGTGTGCCCC 



P_AAF4 4105 975 CTCTTCCCCCGCCTGCGGCTGCTGGCAGCTGCCCGCAACCCCTTCAACTGCGTGTGCCCC 

DNA4 4 804 827 CTGAGCTGGTTTGGCCCCTGGGTGCGCGAGAGCCACGTCACACTGGCCAGCCCTGAGGAG 

P_AAF4 4105 1035 CTGAGCTGGTTTGGCCCCTGGGTGCGCGAGAGCCACGTCACACTGGCCAGCCCTGAGGAG 

DNA4 4 804 887 ACGCGCTGCCACTTCCCGCCCAAGAACGCTGGCCGGCTGCTCCTGGAGCTTGACTACGCC 

P_AAF4 4105 1095 ACGCGCTGCCACTTCCCGCCCAAGAACGCTGGCCGGCTGCTCCTGGAGCTTGACTACGCC 

DNA4 4 804 94 7 GACTTTGGCTGCCCAGCCACCACCACCACAGCCACAGTGCCCACCACGAGGCCCGTGGTG 
★ ★★★★★•a-************ * + + + * + + + * + + + + + + * + ★ + + + + + + + + + 

P_AAF4 4105 1155 GACTTTGGCTGCCCAGCCACCACCACCACAGCCACAGTGCCCACCACGAGGCCCGTGGTG 

DNA44 804 1007 CGGGAGCCCACAGCCTTGTCTTCTAGCTTGGCTCCTACCTGGCTTAGCCCCACAGCGCCG 

P_AAF4 4105 1215 CGGGAGCCCACAGCCTTGTCTTCTAGCTTGGCTCCTACCTGGCTTAGCCCCACAGCGCCG 

DNA44 804 1067 GCCACTGAGGCCCCCAGCCCGCCCTCCACTGCCCCACCGACTGTAGGGCCTGTCCCCCAG 

P_AAF4 4105 1275 GCCACTGAGGCCCCCAGCCCGCCCTCCACTGCCCCACCGACTGTAGGGCCTGTCCCCCAG 

DNA4 4804 1127 CCCCAGGACTGCCCACCGTCCACCTGCCTCAATGGGGGCACATGCCACCTGGGGACACGG 

P_AAF4 4105 1335 CCCCAGGACTGCCCACCGTCCACCTGCCTCAATGGGGGCACATGCCACCTGGGGACACGG 

DNA4 4804 1187 CACCACCTGGCGTGCTTGTGCCCCGAAGGCTTCACGGGCCTGTACTGTGAGAGCCAGATG 

P_AAF4 4105 1395 CACCACCTGGCGTGCTTGTGCCCCGAAGGCTTCACGGGCCTGTACTGTGAGAGCCAGATG 

DNA4 4 804 1247 GGGCAGGGGACACGGCCCAGCCCTACACCAGTCACGCCGAGGCCACCACGGTCCCTGACC 

P_AAF4 4105 1455 GGGCAGGGGACACGGCCCAGCCCTACACCAGTCACGCCGAGGCCACCACGGTCCCTGACC 

DNA4 4804 1307 CTGGGCATCGAGCCGGTGAGCCCCACCTCCCTGCGCGTGGGGCTGCAGCGCTACCTCCAG 

P_AAF4 4105 1515 CTGGGCATCGAGCCGGTGAGCCCCACCTCCCTGCGCGTGGGGCTGCAGCGCTACCTCCAG 

DNA4 4 804 1367 GGGAGCTCCGTGCAGCTCAGGAGCCTCCGTCTCACCTATCGCAACCTATCGGGCCCTGAT 

P_AAF4 4105 1575 GGGAGCTCCGTGCAGCTC AGGAGCCTCCGTCTCACCTATCGCAACCTATCGGGCCCTGAT 

DNA4 4804 1427 AAGCGGCTGGTGACGCTGCGACTGCCTGCCTCGCTCGCTGAGTACACGGTCACCCAGCTG 

P_AAF44105 1635 AAGCGGCTGGTGACGCTGCGACTGCCTGCCTCGCTCGCTGAGTACACGGTCACCCAGCTG 

DNA4 4804 1487 CGGCCCAACGCCACTTACTCCGTCTGTGTCATGCCTTTGGGGCCCGGGCGGGTGCCGGAG 

P_AAF4 4105 1695 CGGCCCAACGCCACTTACTCCGTCTGTGTCATGCCTTTGGGGCCCGGGCGGGTGCCGGAG 

DNA4 4 804 154 7 GGCGAGGAGGCCTGCGGGGAGGCCCATACACCCCCAGCCGTCCACTCCAACCACGCCCCA 

P_AAF4 4105 1755 GGCGAGGAGGCCTGCGGGGAGGCCCATACACCCCCAGCCGTCCACTCCAACCACGCCCCA 

DNA4 4 804 1607 GTCACCCAGGCCCGCGAGGGCAACCTGCCGCTCCTCATTGCGCCCGCCCTGGCCGCGGTG 



P_AAF4 4105 1815 GTCACCCAGGCCCGCGAGGGCAACCTGCCGCTCCTCATTGCGCCCGCCCTGGCCGCGGTG 

DNA4 4804 1667 CTCCTGGCCGCGCTGGCTGCGGTGGGGGCAGCCTACTGTGTGCGGCGGGGGCGGGCCATG 

P_AAF4 4105 1875 CTCCTGGCCGCGCTGGCTGCGGTGGGGGCAGCCTACTGTGTGCGGCGGGGGCGGGCCATG 

DNA4 4804/ 1727 GCAGCAGCGGCTCAGGACAAAGGGCAGGTGGGGCCAGGGGCTGGGCCCCTGGAACTGGAG 
+**++*++*+**++*++*+**************+************************** 

P_AAF4 4105 1935 GCAGCAGCGGCTCAGGACAAAGGGCAGGTGGGGCCAGGGGCTGGGCCCCTGGAACTGGAG 

DNA4 4804 1787 GGAGTGAAGGTCCCCTTGGAGCCAGGCCCGAAGGCAACAGAGGGCGGTGGAGAGGCCCTG 
******* ********************+***+*+***+++*++*+*****^ 

P_AAF4 4105 1995 GGAGTGAAGGTCCCCTTGGAGCCAGGCCCGAAGGCAACAGAGGGCGGTGGAGAGGCCCTG 

DNA4 4804 1847 CCCAGCGGGTCTGAGTGTGAGGTGCCACTCATGGGCTTCCCAGGGCCTGGCCTCCAGTCA 
************************************************************ 

P_AAF4 4105 2055 CCCAGCGGGTCTGAGTGTGAGGTGCCACTCATGGGCTTCCCAGGGCCTGGCCTCCAGTCA 

DNA44 804 1907 CCCCTCCACGCAAAGCCCTACATCTAAGCCAGAGAGAGACAGGGCAGCTGGGGCCGGGCT 
*************************************************+********** 

P_AAF4 4105 2115 CCCCTCCACGCAAAGCCCTACATCTAAGCCAGAGAGAGACAGGGCAGCTGGGGCCGGGCT 

DNA4 4804 1967 CTCAGCCAGTGAGATGGCCAGCCCCCTCCTGCTGCCACACCACGTAAGTTCTCAGTCCCA 
************************************************************ 

P_AAF4 4105 2175 CTCAGCCAGTGAGATGGCCAGCCCCCTCCTGCTGCCACACCACGTAAGTTCTCAGTCCCA 

DNA4 4 804 2027 ACCTCGGGGATGTGTGCAGACAGGGCTGTGTGACCACAGCTGGGCCCTGTTCCCTCTGGA 
************************************************************ 

P_AAF4 4105 2235 ACCTCGGGGATGTGTGCAGACAGGGCTGTGTGACCACAGCTGGGCCCTGTTCCCTCTGGA 

DNA4 4804 2087 CCTCGGTCTCCTCATCTGTGAGATGCTGTGGCCCAGCTGACGAGCCCTAACGTCCCCAGA 
************************************************************ 

P_AAF4 4105 2295- CCTCGGTCTCCTCATCTGTGAGATGCTGTGGCCCAGCTGACGAGCCCTAACGTCCCCAGA 

DNA4 4804 2147 ACCGAGTGCCTATGAGGACAGTGTCCGCCCTGCCCTCCGCAACGTGCAGTCCCTGGGCAC 
************************************************************ 

P_AAF4 4105 2355 ACCGAGTGCCT ATGAGGACAGTGTCCGCCCTGCCCTCCGCAACGTGCAGTCCCTGGGCAC 

DNA4 4804 2207 GGCGGGCCCTGCCATGTGCTGGTAACGCATGCCTGGGCCCTGCTGGGCTCTCCCACTCCA 
************************************* ********************** 

P_AAF4 4105 2415 GGCGGGCCCTGCCATGTGCTGGTAACGCATGCCTGGGTCCTGCTGGGCTCTCCCACTCCA 

DNA44 804 2267 GGCGGACCCTGGGGGCCAGTGAAGGAAGCTCCCGGAAAGAGCAGAGGGAGAGCGGGTAGG 
************************************************************ 

P_AAF4 4105 2475 GGCGGACCCTGGGGGCCAGTGAAGGAAGCTCCCGGAAAGAGCAGAGGGAGAGCGGGTAGG 

DNA4 4804 2327 CGGCTGTGTGACTCTAGTCTTGGCCCCAGGAAGCGAAGGAACAAAAGAAACTGGAAAGGA 
************************************************************ 

P_AAF4 4105 2535 CGGCTGTGTGACTCTAGTCTTGGCCCCAGGAAGCGAAGGAACAAAAGAAACTGGAAAGGA 

DNA4 4 804 2387 AGATGCTTTAGGAACATGTTTTGCTTTTTTAAAATATATATATATTTATAAGAGATCCTT 
********************************* ************************* 

P_AAF4 4105 2595 AGATGCTTTAGGAACATGTTTTGCTTTTTTAAA — ATATATATATTTATAAGAGATCCTT 

DNA44 804 24 4 7 TCCCATTTATTCTGGGAAGATGTTTTTCAAACTCAGAGACAAGGACTTTGGTTTTTGTAA 
+**++*++**************************************************** 

P AAF4 4105 2 653 TCCCATTTATTCTGGGAAGATGTTTTTCAAACTCAGAGACAAGGACTTTGGTTTTTGTAA 



DNA44 804 2507 GACAAACGATGATATGAAGGCCTTTTGTAAGAAAAAATAAAA 

P_AAF4 4105 2713 GACAAACGATGATATGAAGGCCTTTTGTAAGAAAAAATAAAA 

Score = 389 (771 bits), Expect = 0.0 [P_AAF44105, seg 2/2] 

Identities = 392/393 (99%), at 18,1-410,393, Strand +/+ 

DNA4 4 804 18 ACTCGAACGCAGTTGCTTCGGGACCCAGGACCCCCTCGGGCCCGACCCGCCAGGAAAGAC 

P_AAF4 4105 1 ACTCGAACGCAGTTGCTTCGGGACCCAGGACCCCCTCGGGCCCGACCCGCCAGGAAAGAC 

DNA4 4 804 78 TGAGGCCGCGGCCTGCCCCGCCCGGCTCCCTGCGCCGCCGCCGCCTCCCGGGACAGAAGA 

P_AAF4 4105 61 TGAGGCCGCGGCCTGCCCCGCCCGGCTCCCTGCGCCGCCGCCGCCTCCCGGGACAGAAGA 

DNA4 4804 138 TGTGCTCCAGGGTCCCTCTGCTGCTGCCGCTGCTCCTGCTACTGGCCCTGGGGCCTGGGG 

P_AAF44 105 121 TGTGCTCCAGGGTCCCTCTGCTGCTGCCGCTGCTCCTGCTACTGGCCCTGGGGCCTGGGG 

DNA4 4 804 198 TGCAGGGCTGCCCATCCGGCTGCCAGTGCAGCCAGCCACAGACAGTCTTCTGCACTGCCC 

P_AAF4 4105 181 TGCAGGGCTGCCCATCCGGCTGCCAGTGCAGCCAGCCACAGACAGTCTTCTGCACTGCCC 

DNA4 4804 258 GCCAGGGGACCACGGTGCCCCGAGACGTGCCACCCGACACGGTGGGGCTGTACGTCTTTG 

P_AAF4 4105 241 GCCAGGGGACCACGGTGCCCCGAGACGTGCCACCCGACACGGTGGGGCTGTACGTCTTTG 

DNA4 4 804 318 AGAACGGCATCACCATGCTCGACGCAAGCAGCTTTGCCGGCCTGCCGGGCCTGCAGCTCC 

P_AAF4 4105 301" AGAACGGCATCACCATGCTCGACGCAGGCAGCTTTGCCGGCCTGCCGGGCCTGCAGCTCC 

DNA4 4 804 378 TGGACCTGTCACAGAACCAGATCGCCAGCCTGC 
+*+★+*+**++*++★*********++*★*++*★ 

P_AAF44105 361 TGGACCTGTCACAGAACCAGATCGCCAGCCTGC 

>9 P_AAF92065 Human PR01282 cDNA. (2768 bp) [2 segs] 
Score = 2127 (4216 bits), Expect = 0.0 [P_AAF92065, seg 1/2] 

Identities « 2139/2142 (99%), Gaps = 2/2142 (0%), at 407,615-2548,2754, Strand 
+ / + 

DNA4 4 804 4 07 CTGCGCCTGCCCCGCCTGCTGCTGCTGGACCTCAGCCACAACAGCCTCCTGGCCCTGGAG 
P_AAF92 0 65 615 CTGCGCCTGCCCCGCCTGCTGCTGCTGGACCTCAGCCACAACAGCCTCCTGGCCCTGGAG 

DNA4 4 804 4 67 CCCGGCATCCTGGACACTGCCAACGTGGAGGCGCTGCGGCTGGCTGGTCTGGGGCTGCAG 
P_AAF92065 675 CCCGGCATCCTGGACACTGCCAACGTGGAGGCGCTGCGGCTGGCTGGTCTGGGGCTGCAG 

DNA4 4 804 527 CAGCTGGACGAGGGGCTCTTCAGCCGCTTGCGCAACCTCCACGACCTGGATGTGTCCGAC 
P_AAF92065 7 35 CAGCTGGACGAGGGGCTCTTCAGCCGCTTGCGCAACCTCCACGACCTGGATGTGTCCGAC 

DNA4 4 804 587 AACCAGCTGGAGCGAGTGCCACCTGTGATCCGAGGCCTCCGGGGCCTGACGCGCCTGCGG 
P AAF92065 7 95 AACCAGCTGGAGCGAGTGCCACCTGTGATCCGAGGCCTCCGGGGCCTGACGCGCCTGCGG 



DNA4 4 804 64 7 CTGGCCGGCAACACCCGCATTGCCCAGCTGCGGCCCGAGGACCTGGCCGGCCTGGCTGCC 
************************************************************ 

P_AAF9 2 065 855 CTGGCCGGCAACACCCGCATTGCCCAGCTGCGGCCCGAGGACCTGGCCGGCCTGGCTGCC 

DNA4 4 804 707 CTGCAGGAGCTGGATGTGAGCAACCTAAGCCTGCAGGCCCTGCCTGGCGACCTCTCGGGC 
************************************************* 

P_AAF9 2 065 915 CTGCAGGAGCTGGATGTGAGCAACCT AAGCCTGCAGGCCCTGCCTGGCGACCTCTCGGGC 

DNA4 4 804 7 67 CTCTTCCCCCGCCTGCGGCTGCTGGCAGCTGCCCGCAACCCCTTCAACTGCGTGTGCCCC 
************************************************************ 

P_AAF92065 975 CTCTTCCCCCGCCTGCGGCTGCTGGCAGCTGCCCGCAACCCCTTCAACTGCGTGTGCCCC 

DNA4 4 804 827 CTGAGCTGGTTTGGCCCCTGGGTGCGCGAGAGCCACGTCACACTGGCCAGCCCTGAGGAG 
************************************************************ 

P_AAF92065 1035 CTGAGCTGGTTTGGCCCCTGGGTGCGCGAGAGCCACGTCACACTGGCCAGCCCTGAGGAG 

DNA4 4 804 887 ACGCGCTGCCACTTCCCGCCCAAGAACGCTGGCCGGCTGCTCCTGGAGCTTGACTACGCC 
************************************************************ 

P_AAF92065 1095 ACGCGCTGCCACTTCCCGCCCAAGAACGCTGGCCGGCTGCTCCTGGAGCTTGACTACGCC 

DNA44 804 947 GACTTTGGCTGCCCAGCCACCACCACCACAGCCACAGTGCCCACCACGAGGCCCGTGGTG 
************************************************************ 

P_AAF920 65 1155 GACTTTGGCTGCCCAGCCACCACCACCACAGCCACAGTGCCCACCACGAGGCCCGTGGTG 

DNA4 4804 1007 CGGGAGCCCACAGCCTTGTCTTCTAGCTTGGCTCCTACCTGGCTTAGCCCCACAGCGCCG 
************************************************************ 

P_AAF9 2 065 1215 CGGGAGCCCACAGCCTTGTCTTCTAGCTTGGCTCCTACCTGGCTTAGCCCCACAGCGCCG 

DNA4 4804 1067 GCCACTGAGGCCCCCAGCCCGCCCTCCACTGCCCCACCGACTGTAGGGCCTCTCCCCCAG 
*****************************************************+****** 

P AAF92065 1275 GCCACTGAGGCCCCCAGCCCGCCCTCCACTGCCCCACCGACTGTAGGGCCTGTCCCCCAG 



DNA4 4804 1127 CCCCAGGACTGCCCACCGTCCACCTGCCTCAATGGGGGCACATGCCACCTGGGGACACGG 
************************************************************ 

P_AAF92065 1335 CCCCAGGACTGCCCACCGTCCACCTGCCTCAATGGGGGCACATGCCACCTGGGGACACGG 

DNA4 4 804 1187 CACCACCTGGCGTGCTTGTGCCCCGAAGGCTTCACGGGCCTGTACTGTGAGAGCCAGATG 
*********************************+***+*+*******************+ 

P_AAF92065 1395 CACCACCTGGCGTGCTTGTGCCCCGAAGGCTTCACGGGCCTGTACTGTGAGAGCCAGATG 

DNA4 4804 1247 GGGCAGGGGACACGGCCCAGCCCTACACCAGTCACGCCGAGGCCACCACGGTCCCTGACC 
************************************************************ 

P_AAF92065 14 55 GGGCAGGGGACACGGCCCAGCCCTACACCAGTCACGCCGAGGCCACCACGGTCCCTGACC 

DNA4 4804 1307 CTGGGCATCGAGCCGGTGAGCCCCACCTCCCTGCGCGTGGGGCTGCAGCGCTACCTCCAG 
************************************************************ 

P_AAF9 2 065 1515 CTGGGCATCGAGCCGGTGAGCCCCACCTCCCTGCGCGTGGGGCTGCAGCGCTACCTCCAG 

DNA4 4 804 1367 GGGAGCTCCGTGCAGCTCAGGAGCCTCCGTCTCACCTATCGCAACCTATCGGGCCCTGAT 
************************************************************ 

P_AAF 92065 1575 GGGAGCTCCGTGCAGCTCAGGAGCCTCCGTCTCACCTATCGCAACCTATCGGGCCCTGAT 

DNA4 4804 1427 AAGCGGCTGGTGACGCTGCGACTGCCTGCCTCGCTCGCTGAGTACACGGTCACCCAGCTG 
**************************+****************************■**+** 

P AAF92065 1635 AAGCGGCTGGTGACGCTGCGACTGCCTGCCTCGCTCGCTGAGTACACGGTCACCCAGCTG 



DNA4 4804 1487 CGGCCCAACGCCACTTACTCCGTCTGTGTCATGCCTTTGGGGCCCGGGCGGGTGCCGGAG 



P_AAF92065 1695 CGGCCCAACGCCACTTACTCCGTCTGTGTCATGCCTTTGGGGCCCGGGCGGGTGCCGGAG 

DNA4 4804 1547 GGCGAGGAGGCCTGCGGGGAGGCCCATACACCCCCAGCCGTCCACTCCAACCACGCCCCA 

P_AAF92065 1755 GGCGAGGAGGCCTGCGGGGAGGCCCATACACCCCCAGCCGTCCACTCCAACCACGCCCCA 

DNA4 4804 1607 GTCACCCAGGCCCGCGAGGGCAACCTGCCGCTCCTCATTGCGCCCGCCCTGGCCGCGGTG 

P AAF92065 1815 GTCACCCAGGCCCGCGAGGGCAACCTGCCGCTCCTCATTGCGCCCGCCCTGGCCGCGGTG 



b 



DNA4 4804 1667 CTCCTGGCCGCGCTGGCTGCGGTGGGGGCAGCCTACTGTGTGCGGCGGGGGCGGGCCATG 

P_AAF9 2 065 1875 CTCCTGGCCGCGCTGGCTGCGGTGGGGGCAGCCTACTGTGTGCGGCGGGGGCGGGCCATG 

DNA4 4804 1727 GCAGCAGCGGCTCAGGACAAAGGGCAGGTGGGGCCAGGGGCTGGGCCCCTGGAACTGGAG 

P AAF92065 1935 GCAGCAGCGGCTCAGGACAAAGGGCAGGTGGGGCCAGGGGCTGGGCCCCTGGAACTGGAG 



DNA4 4804 1787 GGAGTGAAGGTCCCCTTGGAGCCAGGCCCGAAGGCAACAGAGGGCGGTGGAGAGGCCCTG 

P_AAF9 2065 1995 GGAGTGAAGGTCCCCTTGGAGCCAGGCCCGAAGGCAACAGAGGGCGGTGGAGAGGCCCTG 

DNA4 4804 1847' CCCAGCGGGTCTGAGTGTGAGGTGCCACTCATGGGCTTCCCAGGGCCTGGCCTCCAGTCA 

P_AAF9 2 065 2055 CCCAGCGGGTCTGAGTGTGAGGTGCCACTCATGGGCTTCCCAGGGCCTGGCCTCCAGTCA 

DNA4 4804 1907 CCC CTCCACGCAAAGCCCTACATCTAAGCCAGAGAGAGACAGGGCAGCTGGGGCCGGGCT 

P_AAF92 0 65 2115 CCCCTCCACGCAAAGCCCTACATCTAAGCCAGAGAGAGACAGGGCAGCTGGGGCCGGGCT 

DNA4 4804 1967 CTCAGCCAGTGAGATGGCCAGCCCCCTCCTGCTGCCACACCACGTAAGTTCTCAGTCCCA 

P_AAF920 65 2175 CTCAGCCAGTGAGATGGCCAGCCCCCTCCTGCTGCCACACCACGTAAGTTCTCAGTCCCA 

DNA4 4804 2027 ACCTCGGGGATGTGTGCAGACAGGGCTGTGTGACCACAGCTGGGCCCTGTTCCCTCTGGA 

P_AAF92065 2235 ACCTCGGGGATGTGTGCAGACAGGGCTGTGTGACCACAGCTGGGGCCTGTTCCCTCTGGA 

DNA4 4804 2087 CCTCGGTCTCCTCATCTGTGAGATGCTGTGGCCCAGCTGACGAGCCCTAACGTCCCCAGA 

P_AAF92065 2295 CCTCGGTCTCCTCATCTGTGAGATGCTGTGGCCCAGCTGACGAGCCCTAACGTCCCCAGA 

DNA4 4804 2147 ACCGAGTGCCTATGAGGACAGTGTCCGCCCTGCCCTCCGCAACGTGCAGTCCCTGGGCAC 

P_AAF92065 2355 ACCGAGTGCCTATGAGGACAGTGTCCGCCCTGCCCTCCGCAACGTGCAGTCCCTGGGCAC 

DNA4 4804 2207 GGCGGGCCCTGCCATGTGCTGGTAACGCATGCCTGGGCCCTGCTGGGCTCTCCCACTCCA 

P AAF92065 2415 GGCGGGCCCTGCCATGTGCTGGTAACGCATGCCTGGGTCCTGCTGGGCTCTCCCACTCCA 



DNA4 4 804 2267 GGCGGACCCTGGGGGCCAGTGAAGGAAGCTCCCGGAAAGAGCAGAGGGAGAGCGGGTAGG 
P AAF92065 2475 GGCGGACCCTGGGGGCCAGTGAAGGAAGCTCCCGGAAAGAGCAGAGGGAGAGCGGGTAGG 



DNA4 4804 2327 CGGCTGTGTGACTCTAGTCTTGGCCCCAGGAAGCGAAGGAACAAAAGAAACTGGAAAGGA 



P AAF92065 



2535 



CGGCTGTGTGACTCTAGTCTTGGCCCCAGGAAGCGAAGGAACAAAAGAAACTGGAAAGGA 



DNA4 4804 2387 AGATGCTTTAGGAACATGTTTTGCTTTTTTAAAATATATATATATTTATAAGAGATCCTT 

P_AAF9 2 065 2595 AGATGCTTTAGGAACATGTTTTGCTTTTTTAAA- - ATATATATATTT ATAAGAGATCCTT 

DNA4 4804 2447 TCCCATTTATTCTGGGAAGATGTTTTTCAAACTCAGAGACAAGGACTTTGGTTTTTGTAA 

P_AAF92065 2 653 TCCCATTTATTCTGGGAAGATGTTTTTCAAACTCAGAGACAAGGACTTTGGTTTTTGTAA 

DNA44 804 2507 GACAAACGATGATATGAAGGCCTTTTGTAAGAAAAAATAAAA 

P_AAF92065 2713 GACAAACGATGATATGAAGGCCTTTTGTAAGAAAAAATAAAA 

Score « 389 (771 bits), Expect =0.0 [P_AAF92065, seg 2/2] 
Identities = 392/393 (99%), at 18,1-410,393, Strand +/+ 

DNA44 804 18 ACTCGAACGCAGTTGCTTCGGGACCCAGGACCCCCTCGGGCCCGACCCGCCAGGAAAGAC 

P_AAF92065 1 ACTCGAACGCAGTTGCTTCGGGACCCAGGACCCCCTCGGGCCCGACCCGCCAGGAAAGAC 

DNA4 4 804 78 TGAGGCCGCGGCCTGCCCCGCCCGGCTCCCTGCGCCGCCGCCGCCTCCCGGGACAGAAGA 

P_AAF92065 61 TGAGGCCGCGGCCTGCCCCGCCCGGCTCCCTGCGCCGCCGCCGCCTCCCGGGACAGAAGA 

DNA4 4804 138 TGTGCTCCAGGGTCCCTCTGCTGCTGCCGCTGCTCCTGCTACTGGCCCTGGGGCCTGGGG 

P_AAF9 2065 121 TGTGCTCCAGGGTCCCTCTGCTGCTGCCGCTGCTCCTGCTACTGGCCCTGGGGCCTGGGG 

DNA4 4804 198 TGCAGGGCTGCCCATCCGGCTGCCAGTGCAGCCAGCCACAGACAGTCTTCTGCACTGCCC 

P_AAF92065 181 TGCAGGGCTGCCCATCCGGCTGCCAGTGCAGCCAGCCACAGACAGTCTTCTGCACTGCCC 

DNA4 4 804 258 GCCAGGGGACCACGGTGCCCCGAGACGTGCCACCCGACACGGTGGGGCTGTACGTCTTTG 

P_AAF92065 241 GCCAGGGGACCACGGTGCCCCGAGACGTGCCACCCGACACGGTGGGGCTGTACGTCTTTG 

DNA4 4804 318 AGAACGGCATCACCATGCTCGACGCAAGCAGCTTTGCCGGCCTGCCGGGCCTGCAGCTCC 

P_AAF92065 301 AGAACGGCATCACCATGCTCGACGCAGGCAGCTTTGCCGGCCTGCCGGGCCTGCAGCTCC 

DNA4 4 804 378 TGGACCTGTCACAGAACCAGATCGCCAGCCTGC 

P_AAF92065 361 TGGACCTGTCACAGAACCAGATCGCCAGCCTGC 

>10 P_AAZ64959 Membrane-bound protein PR01282 encoding cDNA. (2768 bp) [2 segs] 
Score = 2127 (4216 bits), Expect = 0.0 [P_AAZ64959, seg 1/2] 

Identities = 2139/2142 (99%), Gaps = 2/2142 (0%), at 407,615-2548,2754, Strand 
+ /+ 

DNA4 4 804 4 07 CTGCGCCTGCCCCGCCTGCTGCTGCTGGACCTCAGCCACAACAGCCTCCTGGCCCTGGAG 

P_AAZ 64959 615 CTGCGCCTGCCCCGCCTGCTGCTGCTGGACCTCAGCCACAACAGCCTCCTGGCCCTGGAG 

DNA4 4 804 4 67 CCCGGCATCCTGGACACTGCCAACGTGGAGGCGCTGCGGCTGGCTGGTCTGGGGCTGCAG 

P AAZ64 95 9 675 CCCGGCATCCTGGACACTGCCAACGTGGAGGCGCTGCGGCTGGCTGGTCTGGGGCTGCAG 



DNA4 4804 527 CAGCTGGACGAGGGGCTCTTCAGCCGCTTGCGCAACCTCCACGACCTGGATGTGTCCGAC 
************************************************************ 

P_AAZ64 959 735 CAGCTGGACGAGGGGCTCTTCAGCCGCTTGCGCAACCTCCACGACCTGGATGTGTCCGAC 

DNA4 4804 587 AACCAGCTGGAGCGAGTGCCACCTGTGATCCGAGGCCTCCGGGGCCTGACGCGCCTGCGG 
************************************************************ 

P__AAZ64 959 795 AACCAGCTGGAGCGAGTGCCACCTGTGATCCGAGGCCTCCGGGGCCTGACGCGCCTGCGG 

DNA4 4804 64 7 CTGGCCGGCAACACCCGCATTGCCCAGCTGCGGCCCGAGGACCTGGCCGGCCTGGCTGCC 
************************************************** 

P_AAZ64 959 855 CTGGCCGGCAACACCCGCATTGCCCAGCTGCGGCCCGAGGACCTGGCCGGCCTGGCTGCC 

DNA4 4804 707 CTGCAGGAGCTGGATGTGAGCAACCTAAGCCTGCAGGCCCTGCCTGGCGACCTCTCGGGC 
************************************************************ 

P_AAZ64 959 915 CTGCAGGAGCTGGATGTGAGCAACCTAAGCCTGCAGGCCCTGCCTGGCGACCTCTCGGGC 

DNA4 4 804 7 67 CTCTTCCCCCGCCTGCGGCTGCTGGCAGCTGCCCGCAACCCCTTCAACTGCGTGTGCCCC 
************************************************************ 

P_AAZ64 959 975 CTCTTCCCCCGCCTGCGGCTGCTGGCAGCTGCCCGCAACCCCTTCAACTGCGTGTGCCCC 

DNA4 4 804 827 CTGAGCTGGTTTGGCCCCTGGGTGCGCGAGAGCCACGTCACACTGGCCAGCCCTGAGGAG 
************************************************************ 

P_AAZ64 959 1035 CTGAGCTGGTTTGGCCCCTGGGTGCGCGAGAGCCACGTCACACTGGCCAGCCCTGAGGAG 

DNA44 804 887 ACGCGCTGCCACTTCCCGCCCAAGAACGCTGGCCGGCTGCTCCTGGAGCTTGACTACGCC 
******************************************** *.* ************** 

P_AAZ64 959 1095 ACGCGCTGCCACTTCCCGCCCAAGAACGCTGGCCGGCTGCTCCTGGAGCTTGACTACGCC 

DNA4 4 804 947 GACTTTGGCTGCCCAGCCACCACCACCACAGCCACAGTGCCCACCACGAGGCCCGTGGTG 
************************************************************ 

P_AAZ64 959 1155 GACTTTGGCTGCCCAGCCACCACCACCACAGCCACAGTGCCCACCACGAGGCCCGTGGTG 

DNA4 4804 1007 CGGGAGCCCACAGCCTTGTCTTCTAGCTTGGCTCCTACCTGGCTTAGCCCCACAGCGCCG 
************************************************************ 

P_AAZ64 959 1215 CGGGAGCCCACAGCCTTGTCTTCTAGCTTGGCTCCTACCTGGCTTAGCCCCACAGCGCCG 

DNA4 4804 1067 GCCACTGAGGCCCCCAGCCCGCCCTCCACTGCCCCACCGACTGTAGGGCCTGTCCCCCAG 
************************************************************ 

P_AAZ64 959 1275 GCCACTGAGGCCCCCAGCCCGCCCTCCACTGCCCCACCGACTGTAGGGCCTGTCCCCCAG 

DNA4 4 804 1127 CCCCAGGACTGCCCACCGTCCACCTGCCTCAATGGGGGCACATGCCACCTGGGGACACGG 
************************************************************ 

P_AAZ64 959 1335 CCCCAGGACTGCCCACCGTCCACCTGCCTCAATGGGGGCACATGCCACCTGGGGACACGG 

DNA4 4804 1187 CACCACCTGGCGTGCTTGTGCCCCGAAGGCTTCACGGGCCTGTACTGTGAGAGCCAGATG 
************************************************************ 

P_AAZ64 959 1395 CACCACCTGGCGTGCTTGTGCCCCGAAGGCTTCACGGGCCTGTACTGTGAGAGCCAGATG 

DNA4 4804 1247 GGGCAGGGGACACGGCCCAGCCCTACACCAGTCACGCCGAGGCCACCACGGTCCCTGACC 
************************************************************ 

P AAZ64 959 1455 GGGCAGGGGACACGGCCCAGCCCTACACCAGTCACGCCGAGGCCACCACGGTCCCTGACC 



DNA4 4 804 1307 CTGGGCATCGAGCCGGTGAGCCCCACCTCCCTGCGCGTGGGGCTGCAGCGCTACCTCCAG 
************************************************************ 

P AAZ64 959 1515 CTGGGCATCGAGCCGGTGAGCCCCACCTCCCTGCGCGTGGGGCTGCAGCGCTACCTCCAG 



DNA4 4 804 1367 GGGAGCTCCGTGCAGCTCAGGAGCCTCCGTCTCACCTATCGCAACCTATCGGGCCCTGAT 

P_AAZ64 959 1575 GGGAGCTCCGTGCAGCTCAGGAGCCTCCGTCTCACCTATCGCAACCTATCGGGCCCTGAT 

DNA4 4804 1427 AAGCGGCTGGTGACGCTGCGACTGCCTGCCTCGCTCGCTGAGTACACGGTCACCCAGCTG 

P_AAZ64 959 1635 AAGCGGCTGGTGACGCTGCGACTGCCTGCCTCGCTCGCTGAGTACACGGTCACCCAGCTG 

DNA4 4804 1487 CGGCCCAACGCCACTTACTCCGTCTGTGTCATGCCTTTGGGGCCCGGGCGGGTGCCGGAG 

P_AAZ64 959 1695 CGGCCCAACGCCACTTACTCCGTCTGTGTCATGCCTTTGGGGCCCGGGCGGGTGCCGGAG 

DNA4 4804 1547 GGCGAGGAGGCCTGCGGGGAGGCCCATACACCCCCAGCCGTCCACTCCAACCACGCCCCA 

P_AAZ64 959 1755 GGCGAGGAGGCCTGCGGGGAGGCCCATACACCCCCAGCCGTCCACTCCAACCACGCCCCA 

DNA4 4804 1607 GTCACCCAGGCCCGCGAGGGCAACCTGCCGCTCCTCATTGCGCCCGCCCTGGCCGCGGTG 

P_AAZ 64959 1815 GTCACCCAGGCCCGCGAGGGCAACCTGCCGCTCCTCATTGCGCCCGCCCTGGCCGCGGTG 

DNA4 4804 1667 CTCCTGGCCGCGCTGGCTGCGGTGGGGGCAGCCTACTGTGTGCGGCGGGGGCGGGCCATG 

P_AAZ 64959 1875 CTCCTGGCCGCGCTGGCTGCGGTGGGGGCAGCCTACTGTGTGCGGCGGGGGCGGGCCATG 

DNA4 4804 1727 GCAGCAGCGGCTCAGGACAAAGGGCAGGTGGGGCCAGGGGCTGGGCCCCTGGAACTGGAG 

P_AAZ 64959 1935 GCAGCAGCGGCTCAGGACAAAGGGCAGGTGGGGCCAGGGGCTGGGCCCCTGGAACTGGAG 

DNA4 4804 1787 GGAGTGAAGGTCCCCTTGGAGCCAGGCCCGAAGGCAACAGAGGGCGGTGGAGAGGCCCTG 

P_AAZ64 959 1995 GG AG TGAAGGTCCCCTTGGAGCCAGGCCCGAAGGCAACAGAGGGCGGTGGAGAGGCCCTG 

DNA4 4804 1847 CCCAGCGGGTCTGAGTGTGAGGTGCCACTCATGGGCTTCCCAGGGCCTGGCCTCCAGTCA 

P_AAZ64 959 2055 CCCAGCGGGTCTGAGTGTGAGGTGCCACTCATGGGCTTCCCAGGGCCTGGCCTCCAGTCA 

DNA4 4804 1907 CCCCTCCACGCAAAGCCCTACATCTAAGCCAGAGAGAGACAGGGCAGCTGGGGCCGGGCT 

P_AAZ64 959 2115 CCCCTCCACGCAAAGCCCTACATCTAAGCCAGAGAGAGACAGGGCAGCTGGGGCCGGGCT 

DNA4 4804 1967 CTCAGCCAGTGAGATGGCCAGCCCCCTCCTGCTGCCACACCACGTAAGTTCTCAGTCCCA 

P_AAZ64 959 2175 CTCAGCCAGTGAGATGGCCAGCCCCCTCCTGCTGCCACACCACGTAAGTTCTCAGTCCCA 

DNA4 4804 2027 ACCTCGGGGATGTGTGCAGACAGGGCTGTGTGACCACAGCTGGGCCCTGTTCCCTCTGGA 

P_AAZ64 959 2235 ACCTCGGGGATGTGTGCAGACAGGGCTGTGTGACCACAGCTGGGCCCTGTTCCGTCTGGA 

DNA4 4804 2087 CCTCGGTCTCCTCATCTGTGAGATGCTGTGGCCCAGCTGACGAGCCCTAACGTCCCCAGA 

P_AAZ64 959 2295 CCTCGGTCTCCTCATCTGTGAGATGCTGTGGCCCAGCTGACGAGCCCTAACGTCCCCAGA 

DNA4 4804 2147 ACCGAGTGCCTATGAGGACAGTGTCCGCCCTGCCCTCCGCAACGTGCAGTCCCTGGGCAC 

P_AAZ64 959 2355 ACCGAGTGCCTATGAGGACAGTGTCCGCCCTGCCCTCCGCAACGTGCAGTCCCTGGGCAC 

DNA4 4804 2207 GGCGGGCCCTGCCATGTGCTGGTAACGCATGCCTGGGCCCTGCTGGGCT.CTCCCACTCCA 



P_AAZ64 959 2415 GGCGGGCCCTGCCATGTGCTGGTAACGCATGCCTGGGTCCTGCTGGGCTCTCCCACTCCA 

DNA4 4804 2267 GGCGGACCCTGGGGGCCAGTGAAGGAAGCTCCCGGAAAGAGCAGAGGGAGAGCGGGTAGG 

P_AAZ64 959 24 75 GGCGGACCCTGGGGGCCAGTGAAGGAAGCTCCCGGAAAGAGCAGAGGGAGAGCGGGTAGG 

DNA4 4804 2327 CGGCTGTGTGACTCTAGTCTTGGCCCCAGGAAGCGAAGGAACAAAAGAAACTGGAAAGGA 
+*++**+*++***********++*****************************^ 

P_AAZ64 959 2535 CGGCTGTGTGACTCTAGTCTTGGCCCCAGGAAGCGAAGGAACAAAAGAAACTGGAAAGGA 

DNA4 4804 2387 AG AT GC T T T AGGAAC AT GT T TTGCTTTTT T AAAAT AT AT AT ATAT T T AT AAG AG AT CC T T 
********************************* ************************* 

P_AAZ64 959 2595 AGATGCTTTAGGAACATGTTTTGCTTTTTTAAA— AT ATAT ATAT TTATAAGAGATCCTT 

DNA4 4804 2447 TCCCATTTATTCTGGGAAGATGTTTTTCAAACTCAGAGACAAGGACTTTGGTTTTTGTAA 

P_AAZ64 959 2653 TCCCATTTATTCTGGGAAGATGTTTTTCAAACTCAGAGACAAGGACTTTGGTTTTTGTAA 

DNA4 4 804 2507 G AC AAACG ATG AT AT G AAGGC C T T T T G T AAG AAAAAAT AAAA 
★ ★•it*************************************** 

P_AAZ64 959 2713 G ACAAAC G ATG AT AT G AAGGCC T T T TG T AAG AAAAAAT AAAA 

Score - 389 {771 bits), Expect = 0.0 [P_AAZ64959, seg 2/2] 
Identities « 392/393 (99%), at 18,1-410,393, Strand +/+ 

DNA4 4804 18 ACTCGAACGCAGTTGCTTCGGGACCCAGGACCCCCTCGGGCCCGACCCGCCAGGAAAGAC 

★★★★★★★★a*************************************************** 

P_AAZ64 959 1 ACTCGAACGCAGTTGCTTCGGGACCCAGGACCCCCTCGGGCCCGACCCGCCAGGAAAGAC 

DNA4 4 804 * 78 TGAGGCCGCGGCCTGCCCCGCCCGGCTCCCTGCGCCGCCGCCGCCTCCCGGGACAGAAGA 

P_AAZ 64 959 61 TGAGGCCGCGGCCTGCCCCGCCCGGCTCCCTGCGCCGCCGCCGCCTCCCGGGACAGAAGA 

DNA4 4 804 138 TGTGCTCCAGGGTCCCTCTGCTGCTGCCGCTGCTCCTGCTACTGGCCCTGGGGCCTGGGG 
***+*★*****■★****++*******************+********************** 

P_AAZ 64959 121 TGTGCTCCAGGGTCCCTCTGCTGCTGCCGCTGCTCCTGCTACTGGCCCTGGGGCCTGGGG 

DNA4 4804 198 TGCAGGGCTGCCCATCCGGCTGCCAGTGCAGCCAGCCACAGACAGTCTTCTGCACTGCCC 

P_AAZ64 959 181 TGCAGGGCTGCCCATCCGGCTGCCAGTGCAGCCAGCCACAGACAGTCTTCTGCACTGCCC 

DNA4 4 804 258 GCCAGGGGACCACGGTGCCCCGAGACGTGCCACCCGACACGGTGGGGCTGTACGTCTTTG 
************************************************************ 

P_AAZ64 959 241 GCCAGGGGACCACGGTGCCCCGAGACGTGCCACCCGACACGGTGGGGCTGTACGTCTTTG 

DNA4 4804 318 AGAACGGCATCACCATGCTCGACGCAAGCAGCTTTGCCGGCCTGCCGGGCCTGCAGCTCC 
***+***++***************** ********************************* 

P_AAZ64 959 301 AGAACGGCATCACCATGCTCGACGCAGGCAGCTTTGCCGGCCTGCCGGGCCTGCAGCTCC 

DNA4 4804 378 TGGACCTGTCACAGAACCAGATCGCCAGCCTGC 
★ it******************************* 

P_AAZ64 959 361 TGGACCTGTCACAGAACCAGATCGCCAGCCTGC 

>11 AX092284 Sequence 15 from Patent WO0116318. (2768 bp) [2 segsj 
Score = 2127 (4216 bits), Expect = 0.0 [AX092284, seg 1/2] 



Identities = 2139/2142 (99%), Gaps = 2/2142 (0%), at 407,615-2548,2754, Strand 
+ /+ 



DNA4 4 804 4 07 CTGCGCCTGCCCCGCCTGCTGCTGCTGGACCTCAGCCACAACAGCCTCCTGGCCCTGGAG 



AX092284 



615 CTGCGCCTGCCCCGCCTGCTGCTGCTGGACCTCAGCCACAACAGCCTCCTGGCCGTGGAG 



DNA44 804 ■ 4 67 CCCGGCATCCTGGACACTGCCAACGTGGAGGCGCTGCGGCTGGCTGGTCTGGGGCTGCAG 

AX092284 675 CCCGGCATCCTGGACACTGCCAACGTGGAGGCGCTGCGGCTGGCTGGTCTGGGGCTGCAG 

DNA4 4 804 527 CAGCTGGACGAGGGGCTCTTCAGCCGCTTGCGCAACCTCCACGACCTGGATGTGTCCGAC 

AX092284 735 CAGCTGGACGAGGGGCTCTTCAGCCGCTTGCGCAACCTCCACGACCTGGATGTGTCCGAC 

DNA4 4 804 587 AACCAGCTGGAGCGAGTGCCACCTGTGATCCGAGGCCTCCGGGGCCTGACGCGCCTGCGG 

AX092284 7 95 AACCAGCTGGAGCGAGTGCCACCTGTGATCCGAGGCCTCCGGGGCCTGACGCGCCTGCGG 

DNA4 4 804 64 7 CTGGCCGGCAACACCCGCATTGCCCAGCTGCGGCCCGAGGACCTGGCCGGCCTGGCTGCC 

AXO 92284 855 CTGGCCGGCAACACCCGCATTGCCCAGCTGCGGCCCGAGGACCTGGCCGGCCTGGCTGCC 

DNA4 4 804 7 07 CTGCAGGAGCTGGATGTGAGCAACCTAAGCCTGCAGGCCCTGCCTGGCGACCTCTCGGGC 

AXO 92 284 915 CTGCAGGAGCTGGATGTGAGCAACCTAAGCCTGCAGGCCCTGCCTGGCGACCTCTCGGGC 

DNA4 4 804 7 67 CTCTTCCCCCGCCTGCGGCTGCTGGCAGCTGCCCGCAACCCCTTCAACTGCGTGTGCCCC 

AXO 92 2 8 4 975 CTCTTCCCCCGCCTGCGGCTGCTGGCAGCTGCCCGCAACCCCTTCAACTGCGTGTGCCCC 

DNA4 4 804 827 CTGAGCTGGTTTGGCCCCTGGGTGCGCGAGAGCCACGTCACACTGGCCAGCCCTGAGGAG 

AXO 922 8 4 1035 CTGAGCTGGTTTGGCCCCTGGGTGCGCGAGAGCCACGTCACACTGGCCAGCCCTGAGGAG 

DNA4 4 804 887 ACGCGCTGCCACTTCCCGCCCAAGAACGCTGGCCGGCTGCTCCTGGAGCTTGACTACGCC 

AX092284 1095 ACGCGCTGCCACTTCCCGCCCAAGAACGCTGGCCGGCTGCTCCTGGAGCTTGACTACGCC 

DNA4 4804 94 7 GACTTTGGCTGCCCAGCCACCACCACCACAGCCACAGTGCCCACCACGAGGCCCGTGGTG 

AXO 92284 1155 GACTTTGGCTGCCCAGCCACCACCACCACAGCCACAGTGCCCACCACGAGGCCCGTGGTG 

DNA4 4804 1007 CGGGAGCCCACAGCCTTGTCTTCTAGCTTGGCTCCTACCTGGCTTAGCCCCACAGCGCCG 

AX092284 1215 CGGGAGCCCACAGCCT TGTC TTCTAGCTTGGCTCCTACCTGGCTTAGCCCCACAGCGCCG 

DNA4 4804 1067 GCCACTGAGGCCCCCAGCCCGCCCTCCACTGCCCCACCGACTGTAGGGCCTGTCCCCCAG 

AX09228 4 1275 GCCACTGAGGCCCCCAGCCCGCCCTCCACTGCCCCACCGACTGTAGGGCCTGTCCCCCAG 



DNA4 4804 1127 CCCCAGGACTGCCCACCGTCCACCTGCCTCAATGGGGGCACATGCCACCTGGGGACACGG 
AX09228 4 1335 CCCCAGGACTGCCCACCGTCCACCTGCCTCAATGGGGGCACATGCCACCTGGGGACACGG 



DNA4 4 804 



1187 CACCACCTGGCGTGCTTGTGCCCCGAAGGCTTCACGGGCCTGTACTGTGAGAGCCAGATG 



AX092284 1395 CACCACCTGGCGTGCTTGTGCCCCGAAGGCTTCACGGGCCTGTACTGTGAGAGCCAGATG 

DNA4 4804 1247 GGGCAGGGGACACGGCCCAGCCCTACACCAGTCACGCCGAGGCCACCACGGTCCCTGACC 
************************************************************ 

AX092284 14 55 GGGCAGGGGACACGGCCCAGCCCTACACCAGTCACGCCGAGGCCACCACGGTCCCTGACC 

DNA4 4804 1307 CTGGGCATCGAGCCGGTGAGCCCCACCTCCCTGCGCGTGGGGCTGCAGCGCTACCTCCAG 
************************************************************ 

AXO 92284 1515 CTGGGCATCGAGCCGGTGAGCCCCACCTCCCTGCGCGTGGGGCTGCAGCGCTACCTCCAG 

DNA4 4804 1367 GGGAGCTCCGTGCAGCTCAGGAGCCTCCGTCTCACCTATCGCAACCTATCGGGCCCTGAT 
************************************************************ 

AXO 92284 1575 GGGAGCTCCGTGCAGCTCAGGAGCCTCCGTCTCACCTATCGCAACCTATCGGGCCCTGAT 

DNA4 4804 1427 AAGCGGCTGGTGACGCTGCGACTGCCTGCCTCGCTCGCTGAGTACACGGTCACCCAGCTG 
************************************************************ 

AX092284 1635 AAGCGGCTGGTGACGCTGCGACTGCCTGCCTCGCTCGCTGAGTACACGGTCACCCAGCTG 

DNA4 4804 1487 CGGCCCAACGCCACTTACTCCGTCTGTGTCATGCCTTTGGGGCCCGGGCGGGTGCCGGAG 
************************************************************ 

AX092284 1695 CGGCCCAACGCCACTTACTCCGTCTGTGTCATGCCTTTGGGGCCCGGGCGGGTGCCGGAG 

DNA4 4804 1547 GGCGAGGAGGCCTGCGGGGAGGCCCATACACCCCCAGCCGTCCACTCCAACCACGCCCCA 
***************************************** ******************* 

AXO 92 284 1755 GGCGAGGAGGCCTGCGGGGAGGCCCATACACCCCCAGCCGTCCACTCCAACCACGCCCCA 

DNA4 4804 1607 GTCACCCAGGCCCGCGAGGGCAACCTGCCGCTCCTCATTGCGCCCGCCCTGGCCGCGGTG 
************************************************************ 

AX092284 1815 GTCACCCAGGCCCGCGAGGGCAACCTGCCGCTCCTCATTGCGCCCGCCCTGGCCGCGGTG 

DNA4 4 804 1667 CTCCTGGCCGCGCTGGCTGCGGTGGGGGCAGCCTACTGTGTGCGGCGGGGGCGGGCCATG 
************************************************************ 

AX092284 1875 CTCCTGGCCGCGCTGGCTGCGGTGGGGGCAGCCTACTGTGTGCGGCGGGGGCGGGCCATG 

DNA4 4804 1727 GCAGCAGCGGCTCAGGACAAAGGGCAGGTGGGGCCAGGGGCTGGGCCCCTGGAACTGGAG 
************************************************************ 

AX092284 1935 GCAGCAGCGGCTCAGGACAAAGGGCAGGTGGGGCCAGGGGCTGGGCCCCTGGAACTGGAG 

DNA4 4804 1787 GGAGTGAAGGTCCCCTTGGAGCCAGGCCCGAAGGCAACAGAGGGCGGTGGAGAGGCCCTG 
****** ****************************************** ************ 

AX092284 1995 GGAGTGAAGGTCCCCTTGGAGCCAGGCCCGAAGGCAACAGAGGGCGGTGGAGAGGCCCTG 

DNA4 4804 1847 CCCAGCGGGTCTGAGTGTGAGGTGCCACTCATGGGCTTCCCAGGGCCTGGCCTCCAGTCA 
************************************************************ 

AX092284 2055 CCCAGCGGGTCTGAGTGTGAGGTGCCACTCATGGGCTTCCCAGGGCCTGGCCTCCAGTCA 

DNA4 4804 1907 CCCCTCCACGCAAAGCCCT ACATCTAAGCCAGAGAGAGACAGGGCAGCTGGGGCCGGGCT 
************************************************************ 

AX092284 2115 CCCCTCCACGCAAAGCCCTACATCTAAGCCAGAGAGAGACAGGGCAGCTGGGGCCGGGCT 

DNA4 4804 1967 CTCAGCCAGTGAGATGGCCAGCCCCCTCCTGCTGCCACACCACGTAAGTTCTCAGTCCCA 
************************************************************ 

AX092284 2175 CTCAGCCAGTGAGATGGCCAGCCCCCTCCTGCTGCCACACCACGTAAGTTCTCAGTCCCA 

DNA4 4 804 2027 ACCTCGGGGATGTGTGCAGACAGGGCT'GTGTGACCACAGCTGGGCCCTGTTCCCTCTGGA 
************************************************************ 

AX092284 2235 ACCTCGGGGATGTGTGCAGACAGGGCTGTGTGACCACAGCTGGGCCCTGTTCCCTCTGGA 



DNA4 4804 2087 CCTCGGTCTCCTCATCTGTGAGATGCTGTGGCCCAGCTGACGAGCCCT AACGTCCCCAGA 

AX092284 2295 CCTCGGTCTCCTCATCTGTGAGATGCTGTGGCCCAGCTGACGAGCCCTAACGTCCCCAGA 

DNA4 4804 2147 ACCGAGTGCCTATGAGGACAGTGTCCGCCCTGCCCTCCGCAACGTGCAGTCCCTGGGCAC 

AX092284 2355 ACCGAGTGCCTATGAGGACAGTGTCCGCCCTGCCCTCCGCAACGTGCAGTCCCTGGGCAC 

DNA4 4804 2207 GGCGGGCCCTGCCATGTGCTGGTAACGCATGCCTGGGCCCTGCTGGGCTCTCCCACTCCA 

AX092284 2415 GGCGGGCCCTGCCATGTGCTGGTAACGCATGCCTGGGTCCTGCTGGGCTCTCCCACTCCA 

DNA4 4804 2267 GGCGGACCCTGGGGGCCAGTGAAGGAAGCTCCCGGAAAGAGCAGAGGGAGAGCGGGTAGG 

AX092284 2475 GGCGGACCCTGGGGGCCAGTGAAGGAAGCTCCCGGAAAGAGCAGAGGGAGAGCGGGTAGG 

DNA4 4804 2327 CGGCTGTGTGACTCTAGTCTTGGCCCCAGGAAGCGAAGGAACAAAAGAAACTGGAAAGGA 
+ + + + + * + + + + + * + + + + * + + * + + + + + + + + * + + + + * + * 

AX092284 2535 CGGCTGTGTGACTCT AGTCTTGGCCCCAGGAAGCGAAGGAACAAAAGAAACTGGAAAGGA 

DNA4 4804 2387 AGATGCTTTAGGAACATGTTTTGCTTTTTTAAAATATATATATATTTATAAGAGATCCTT 

AX092284 25 95 AGATGCTTTAGGAACATGTTTTGCTTTTTTAAA — AT AT AT AT AT T T AT AAG AG AT CC TT 

DNA4 4804 2447 TCCCATTTATTCTGGGAAGATGTTTTTCAAACTCAGAGACAAGGACTTTGGTTTTTGTAA 
** + + + + + *^ + * + * + ***** + ***** + + ^ + * + + ^* + + * + * + + + st + *^^ vt ^^^ vt + + ^ + + ^^ + 

AX092284 2653 TCCCATTTATTCTGGGAAGATGTTTTTCAAACTCAGAGACAAGGACTTTGGTTTTTGTAA 

DNA4 4804 2507 G AC AAACG AT G AT ATG AAGGCC T T T T G T AAG AAAAAAT AAAA 

AX092284 2713 GACAAACGATGATATGAAGGCCTTTTGTAAGAAAAAATAAAA 

Score = 389 (771 bits), Expect = 0.0 [AX092284, seg 2/2] 

Identities = 392/393 (99%), at 18,1-410,393, Strand +/+ 

DNA4 4804 18 ACTCGAACGCAGTTGCTTCGGGACCCAGGACCCCCTCGGGCCCGACCCGCCAGGAAAGAC 

AX092284 1 ACTCGAACGCAGTTGCTTCGGGACCCAGGACCCCCTCGGGCCCGACCCGCCAGGAAAGAC 

DNA4 4804 -78 TGAGGCCGCGGCCTGCCCCGCCCGGCTCCCTGCGCCGCCGCCGCCTCCCGGGACAGAAGA 

AX092284 61 TGAGGCCGCGGCCTGCCCCGCCCGGCTCCCTGCGCCGCCGCCGCCTCCCGGGACAGAAGA 

DNA4 4 804 138 TGTGCTCCAGGGTCCCTCTGCTGCTGCCGCTGCTCCTGCTACTGGCCCTGGGGCCTGGGG 

AX092284 121 TGTGCTCCAGGGTCCCTCTGCTGCTGCCGCTGCTCCTGCTACTGGCCCTGGGGCCTGGGG 

DNA4 4 804 198 TGCAGGGCTGCCCATCCGGCTGCCAGTGCAGCCAGCCACAGACAGTCTTCTGCACTGCCC 

AX092284 181 TGCAGGGCTGCCCATCCGGCTGCCAGTGCAGCCAGCCACAGACAGTCTTCTGCACTGCCC 

DNA4 4 804 258 GCCAGGGGACCACGGTGCCCCGAGACGTGCCACCCGACACGGTGGGGCTGTACGTCTTTG 

AX092284 241 GCCAGGGGACCACGGTGCCCCGAGACGTGCCACCCGACACGGTGGGGCTGTACGTCTTTG 

DNA4 4804 318 AGAACGGCATCACCATGCTCGACGCAAGCAGCTTTGCCGGCCTGCCGGGCCTGCAGCTCC 



AX092284 301 AGAACGGCATCACCATGCTCGACGCAGGCAGCTTTGCCGGCCTGCCGGGCCTGCAGCTCC 

DNA44 804 378 TGGACCTGTCACAGAACCAGATCGCCAGCCTGC 

AX092284 361 TGGACCTGTCACAGAACCAGATCGCCAGCCTGC 

>12 P_AAC69514 Human secreted protein gene 3 clone HSYAV50. DNA, PAT 31-JAN- 

2001 (2801 bp) [2 segs] 
Score = 2065 (4094 bits), Expect = 0.0 [P_AAC69514, seg 1/2] 

Identities = 2135/2149 (99%), Gaps = 7/2149 (0%), at 407,650-2555,2791, Strand 
+ /+ 

DNA4 4 804 4 07 CTGCGCCTGCCCCGCCTGCTGCTGCTGGACCTCAGCCACAACAGCCTCCTGGCCCTGGAG 
P_AAC69514 650 CTGCGCCTGCCCCGCCTGCTGCTGCTGGACCTCAGCCACAACAGCCTCCTGGCCCTGGAG 
DNA44804 4 67 CCCGGCATCCTGGACACTGCCAACGTGGAGGCGCTGCGGCTGGCTGGTCTGGGGCTGCAG 
P_AAC69514 710 CCCGGCATCCTGGACACTGCCAACGTGGAGGCGCTGCGGCTGGCTGGTCTGGGGCTGCAG 

DNA44 804 527 CAGCTGGACGAGGGGCTCTTCAGCCGCTTGCGCAACCTCCACGACCTGGATGTGTCCGAC 
P_AAC69514 770 CAGCTGGACGAGGGGCTCTTCAGCCGCTTGCGCAACCTCCACGACCTGGATGTGTCCGAC 

DNA4 4 804 587 AACCAGCTGGAGCGAGTGCCACCTGTGATCCGAGGCCTCCGGGGCCTGACGCGCCTGCGG 
P_AAC 69514 830 AACCAGCTGGAGCGAGTGCCACCTGTGATCCGAGGCCTCCGGGGCCTGACGCGCCTGCGG 

DNA4 4 804 64 7 CTGGCCGGCAACACCCGCATTGCCCAGCTGCGGCCCGAGGACCTGGCCGGCCTGGCTGCC 
P_AAC 69514 890 CTGGCCGGCAACACCCGCATTGCCCAGCTGCGGCCCGAGGACCTGGCCGGCCTGGCTGCC 

DNA4 4 804 707 CTGCAGGAGCTGGATGTGAGCAACCTAAGCCTGCAGGCCCTGCCTGGCGACCTCTCGGGC 
P_AAC69514 950 CTGCAGGAGCTGGATGTGAGCAACCTAAGCCTGCAGGCCCTGCCTGGCGACCTCTCGGGC 

DNA 4 4804 7 67 CTCTTCCCCCGCCTGCGGCTGCTGGCAGCTGCCCGCAACCCCTTCAACTGCGTGTGCCCC 

P_AAC 69514 1010 CTCTTCCCCCGCCTGCGGCTGCTGGCAGCTGCCCGCAACCCCTTCAACTGCGTGTGCCCC 

DNA 4 4 804 827 CTGAGCTGGTTTGGCCCCTGGGTGCGCGAGAGCCACGTCACACTGGCCAGCCCTGAGGAG 

P_AAC 69514 1070 CTGAGCTGGTTTGGCCCCTGGGTGCGCGAGAGCCACGTCACACTGGCCAGCCCTGAGGAG 

DNA 4 4 804 887 ACGCGCTGCCACTTCCCGCCCAAGAACGCTGGCCGGCTGCTCCTGGAGCTTGACTACGCC 
+ * + + ** + * + ★**** + * * + + + + + + + * + + + + ★ + + * + * + * + * + + + * 

P_AAC 69514 1130 ACGCGCTGCCACTTCCCGCCCAAGAACGCTGGCCGGCTGCTCCTGGAGCTTGACTACGCC 

DNA4 4804 94 7 GACTTTGGCTGCCCAGCCACCACCACCACAGCCACAGTGCCCACCACGAGGCCCGTGGTG 

P_AAC69514 1190 GACTTTGGCTGCCCAGCCACCACCACCACAGCCACAGTGCCCACCACGAGGCCCGTGGTG 

DNA4 4 804 1007 CGGGAGCCCACAGCCTTGTCTTCTAGCTTGGCTCCTACCTGGCTTAGCCCCACAGCGCCG 

P AAC69514 1250 CGGGAGCCCACAGCCTTGTCTTCTAGCTTGGCTCCTACCTGGCTTAGCCCCACAGCGCCG 



4 



DNA4 4 804 1067 GCCACTGAGGCCCCCAGCCCGCCCTCCACTGCCCCACCGACTGTAGGGCCTGTCCCCCAG 

+*+****+***+************************************************ ^ 

P_AAC 69514 1310 GCCACTGAGGCCCCCAGCCCGCCCTCCACTGCCCCACCGACTGTAGGGCCTGTCCCCCAG 

DNA4 4 804 1127 CCCCAGGACTGCCCACCGTCCACCTGCCTCAATGGGGGCACATGCCACCTGGGGACACGG 
+*********+************************************************ + 

P_AAC 69514 1370 CCCCAGGACTGCCCACCGTCCACCTGCCTCAATGGGGGCACATGCCACCTGGGGACACGG 



DNA4 4 804 1187 CACCACCTGGCGTGCTTGTGCCCCGAAGGCTTCACGGGCCTGTACTGTGAGAGCCAGATG 
*********************************************************** + 

P_AAC69514 1430 CACCACCTGGCGTGCTTGTGCCCCGAAGGCTTCACGGGCCTGTACTGTGAGAGCCAGATG 

DNA4 4804 1247 GGGCAGGGGACACGGCCCAGCCCTACACCAGTCACGCCGAGGCCACCACGGTCCCTGACC 
********++************************************************** 

P_AAC6951 4 14 90 GGGCAGGGGACACGGCCCAGCCCTACACCAGTCACGCCGAGGCCACCACGGTCCCTGACC 

DNA44 804 1307 CTGGGCATCGAGCCGGTGAGCCCCACCTCCCTGCGCGTGGGGCTGCAGCGCTACCTCCAG 
************************************************************ 

P_AAC 69514 1550 CTGGGCATCGAGCCGGTGAGCCCCACCTCCCTGCGCGTGGGGCTGCAGCGCTACCTCCAG ' 

DNA44 804 1367 GGGAGCTCCGTGCAGCTCAGGAGCCTCCGTCTCACCTATCGCAACCTATCGGGCCCTGAT 
************************************************************ 

P_AAC 69514 1610 GGGAGCTCCGTGCAGCTCAGGAGCCTCCGTCTCACCTATCGCAACCTATCGGGCCCTGAT 

DNA4 4 804 1427 AAGCGGCTGGTGACGCTGCGACTGCCTGCCTCGCTCGCTGAGTACACGGTCACCCAGCTG 
************************************************************ 

P_AAC6 95 1 4 1670 AAGCGGCTGGTGACGCTGCGACTGCCTGCCTCGCTCGCTGAGTACACGGTCACCCAGCTG 

DNA4 4 804 14 87 CGGCCCAACGCCACTTACTCCGTCTGTGTCATGCCTTTGGGGCCCGGGCGGGTGCCGGAG 
************************************************************ 

P_AAC6 95 14 1730 CGGCCCAACGCCACTTACTCCGTCTGTGTCATGCCTTTGGGGCCCGGGCGGGTGCCGGAG 

DNA4 4 804 1547 GGCGAGGAGGCCTGCGGGGAGGCCCATACACCCCCAGCCGTCCACTCCAACCACGCCCCA 
************************************************************ 

P_AAC69514 1790 GGCGAGGAGGCCTGCGGGGAGGCCCATACACCCCCAGCCGTCCACTCCAACCACGCCCCA 

DNA4 4804 1607 GTCACCCAGGCCCGCGAGGGCAACCTGCCGCTCCTCATTGCGCCCGCCCTGGCCGCGGTG 
***************************** 

P_AAC 69514 1850 GTCACCCAGGCCCGCGAGGGCAACCTGCCGCTCCTCATTGCGCCCGCCCTGGCCGCGGTG 

DNA4 4 804 1667 CTCCTGGCCGCGCTGGCTGCGGTGGGGGCAGCCTACTGTGTGCGGCGGGGGCGGGCCATG 
************************************************************ 

P_AAC 69514 1910 CTCCTGGCCGCGCTGGCTGCGGTGGGGGCAGCCTACTGTGTGCGGCGGGGGCGGGCCATG 

DNA4 4 8 04 1727 GCAGCAGCGGCTCAGGACAAAGGGCAGGTGGGGCCAGGGGCTGGGCCCCTGGAACTGGAG 
************************************************************ 

P_AAC6 95 1 4 1970 GCAGCAGCGGCTCAGGACAAAGGGCAGGTGGGGCCAGGGGCTGGGCCCCTGGAACTGGAG 

DNA4 4 8 04 1787 GGAGTGAAGGTCCCCTTGGAGCCAGGCCCGAAGGCAACAGAGGGCGGTGGAGAGGCCCTG 
***************************************** ****************** 

P_AAC 69514 2030 GGAGTGAAGGTCCCCTTGGAGCCAGGCCCGAAGGCAACAGA-GGCGGTGGAGAGGCCCTG 

DNA4 4 804 184 7 CCCAGCGGGTCTGAGTGTGAGGTGCCACTCATGGGCTTCCCAGGGCCTGGCCTCCAGTCA 
******************** ***************** *** ********** ****** 

P_AAC 69514 2089 CCCAGCGGGTCTGAGTGTGAAGTGCCACTCATGGGCTT-CCAAGGCCTGGCCT-CAGTCA 



Vr 



DNA44804 1907 



CCCCTCCACGCAAAGCCCTACATCTAAGCCAGAGAGAGACAGGGCAGCTGGGGCCGGGCT 



P_AAC6 95 1 4 2147 CCCCTTCACGCAAAGCCCTACATCTAAGCCAGAGAGAGACAGGGCAGCT-GGGCCGGG-T 

DNA4 4 804 1967 CTCAGCCAGTGAGATGGCCAGCCCCCTCCTGCTGCCACACCACGTAAGTTCTCAGTCCCA 
************** ********* ********************************** 

P_AAC69514 2205 TTCAGCCAGTGAGAT-GCCAGCCCCTTCCTGCTGCCACACCACGTAAGTTCTCAGTCCCA 

DNA4 4 804 2027 ACCTCGGGGATGTGTGCAGACAGGGCTGTGTGACCACAGCTGGGCCCTGTTCCCTCTGGA 
***+*********************+********************************** 

P_AAC69514 2264 ACCTCGGGGATGTGTGCAGACAGGGCTGTGTGACCACAGCTGGGCCCTGTTCCCTCTGGA 

DNA4 4804 2087 CCTCGGTCTCCTCATCTGTGAGATGCTGTGGCCCAGCTGACGAGCCCTAACGTCCCCAGA 
************************************************************ 

P_AAC69514 2324 CCTCGGTCTCCTCATCTGTGAGATGCTGTGGCCCAGCTGACGAGCCCTAACGTCCCCAGA 

DNA4 4804 2147 ACCGAGTGCCTATGAGGACAGTGTCCGCCCTGCCCTCCGCAACGTGCAGTCCCTGGGCAC 
**************************** ******************************** 

P_AAC69514 2384 ACCGAGTGCCTATGAGGACAGTGTCCGCCCTGCCCTCCGCAACGTGCAGTCCCTGGGCAC 

DNA4 4804 2207 GGCGGGCCCTGCCATGTGCTGGTAACGCATGCCTGGGCCCTGCTGGGCTCTCCCACTCCA 
****** ***************************************************** 

P_AAC69514 244 4 GGCGGG-CCTGCCATGTGCTGGTAACGCATGCCTGGGCCCTGCTGGGCTCTCCCACTCCA 

DNA44 804 2267 GGCGGACCCTGGGGGCCAGTGAAGGAAGCTCCCGGAAAGAGCAGAGGGAGAGCGGGTAGG 
************************************************************ 

P_AAC69514 2503 GGCGGACCCTGGGGGCCAGTGAAGGAAGCTCCCGGAAAGAGCAGAGGGAGAGCGGGTAGG 

DNA4 4 804 2327 CGGCTGTGTGACTCTAGTCTTGGCCCCAGGAAGCGAAGGAACAAAAGAAACTGGAAAGGA 
************************************************************ 

P_AAC 69514 2563 CGGCTGTGTGACTCTAGTCTTGGCCCCAGGAAGCGAAGGAACAAAAGAAACTGGAAAGGA 

DNA4 4804 2387 AGATGCTTTAGGAACATGTTTTGCTTTTTTAAAATATATATATATTTATAAGAGATCCTT 
****************************** ***************************** 

P_AAC 69514 2623 AGATGCTTTAGGAACATGTTTTGCTTTTTTTAAATATATATATATTTATAAGAGATCCTT 



DNA4 4804 2447 TCCCATTTATTCTGGGAAGATGTTTTTCAAACTCAGAGACAAGGACTTTGGTTTTTGTAA 
************************************************************ 



P_AAC69514 


2683 


TCCCATTTATTCTGGGAAGATGTTTTTCAAACTCAGAGACAAGGACTTTGGTTTTTGTAA 


DNA4 4 804 


2507 


GACAAACGATGATATGAAGGCCTTTTGTAAGAAAAAATAAAAAAAAAAA 
************************************* *********** 


P_AAC69514 


2743 


GACAAACGATGATATGAAGGCCTTTTGTAAGAAAAAAAAAAAAAAAAAA 


Score = 406 (805 bits), Expect = 0.0 [P AAC69514, seg 2/2] 
Identities = 409/410 (99%), at 1,19-410,428, Strand +/+ 


DNA44804 


1 


GGGGCGGGTGGACGCGGACTCGAACGCAGTTGCTTCGGGACCCAGGACCCCCTCGGGCCC 
************************************************************ 


P_AAC69514 


19 


GGGGCGGGTGGACGCGGACTCGAACGCAGTTGCTTCGGGACCCAGGACCCCCTCGGGCCC 


DNA44804 


61 


GACCCGCCAGGAAAGACTGAGGCCGCGGCCTGCCCCGCCCGGCTCCCTGCGCCGCCGCCG 
************************************************************ 


P_AAC69514 


79 


GACCCGCCAGGAAAGACTGAGGCCGCGGCCTGCCCCGCCCGGCTCCCTGCGCCGCCGCCG 


DNA44804 


121 


CCTCCCGGGACAGAAGATGTGCTCCAGGGTCCCTCTGCTGCTGCCGCTGCTCCTGCTACT 
************************************************************ 


P_AAC69514 


139 


CCTCCCGGGACAGAAGATGTGCTCCAGGGTCCCTCTGCTGCTGCCGCTGCTCCTGCTACT 



DNA4 4 804 


181 


GGCCCTGGGGCCTGGGGTGCAGGGCTGCCCATCCGGCTGCCAGTGCAGCCAGCCACAGAC 
***************************** ^ ^ ^ j, A ^ ^ 

******* ********************************* w++tfr 

GGCCCTGGGGCCTGGGGTGCAGGGCTGCCCATCCGGCTGCCAGTGCAGCCAGCCACAGAC 


P_AAC69514 


199 


DNA44804 


241 


AGTCTTCTGCACTGCCCGCCAGGGGACCACGGTGCCCCGAGACGTGCCACCCGACACGGT 
************ 

AGTCTTCTGCACTGCCCGCCAGGGGACCACGGTGCCCCGAGACGTGCCACCCGACACGGT 


P_AAC69514 


259 


DNA4 4 804 


301 


GGGGCTGTACGTCTTTGAGAACGGCATCACCATGCTCGACGCAAGCAGCTTTGCCGGCCT 
******************* ************************ **************** 

GGGGCTGTACGTCTTTGAGAACGGCATCACCATGCTCGACGCAGGCAGCTTTGCCGGCCT 


P_AAC69514 


319 


DNA4 4 804 


361 


GCCGGGCCTGCAGCTCCTGGACCTGTCACAGAACCAGATCGCCAGCCTGC 
********* + *********************************** + ^^ 


P_AAC69514 


379 


GCCGGGCCTGCAGCTCCTGGACCTGTCACAGAACCAGATCGCCAGCCTGC 




Wed Aug 29 08:13:54 2001 [BLASTP 2.1.3 [Apr-1-2001 ] , NCBI] 

/ ^g*Vhome/ruby/va/Molbio/carpenda/tempids/pl.DNA4 4 804 (598 aa) 

o 

Segfcences producing High-scoring Segment Pairs: 
f|P_AAB01322 Human PR0357 polypeptide - Homo sapiens. 



— — \ ^i.*-* v w*- / OC4UCIJL-t 

6 P_AAB87533 Human PR01282 - Homo sapiens. 

7 P_AAB07428 leucine-rich surface glycoprotein (LRSC 

8 CAC4 9977.1 unnamed protein product - Homo sapiens 



>1 P_AAB0i322 Human PR0357 polypeptide - Homo sapiens. (598 aa) [1 seal 
Score - 3135 (1212 bits), Expect =0.0 

Identities = 598/598 (100%), Positives = 598/598 (100%), at 1,1-598,598 

DNA4 4 804 1 MCSRVPLLLPLLLLLALGPGVQGCPSGCQCSQPQTVFCTARQGTTVPRDVPPDTVGLYVF 
P_AAB01322 1 MCSRVPLLLPLLLLLALGPGVQGCPSGCQCSQPQTVFCTARQGTTVPRDVPPDTVGLYVF 



Score 


Match 


Pet 


E-val 


3135 


598 


100 


0 


.0 


3135 


598 


100 


• 0, 


.0 


3135 


598 


100 


0. 


.0 


3126 


597 


100 


0. 


,0 


2946 


582 


86 


0. 


,0 


2946 


582 


86 


0. 


0 


2946 


582 


86 


0. 


0 


2941 


581 


86 


0. 


0 


2792 


560 


83 


0. 


0 


2792 


560 


83 


0. 


0 


2405 


502 


75 


0. 


0 



DNA44804 61 ENGITMLDASSFAGLPGLQLLDLSQNQIASLRLPRLLLLDLSHNSLLALEPGILDTANVE 

P__AAB01322 61 ENGITMLDASSFAGLPGLQLLDLSQNQIASLRLPRLLLLDLSHNSLLALEPGILDTANVE 

DNA4 4804 121 ALRLAGLGLQQLDEGLFSRLRNLHDLDVSDNQLERVPPVIRGLRGLTRLRLAGNTRIAQL 

P_AAB01322 121 ALRLAGLGLQQLDEGLFSRLRNLHDLDVSDNQLERVPPVIRGLRGLTRLRLAGNTRIAQL 

DNA4 4804 181 RPEDLAGLAALQELDVSNLSLQALPGDLSGLFPRLRLLAAARNPFNCVCPLSWFGPWVRE 

P_AAB01322 181 RPEDLAGLAALQELDVSNLSLQALPGDLSGLFPRLRLLAAARNPFNCVCPLSWFGPWVRE 

DNA4 4 804 241 SHVTLASPEETRCHFPPKNAGRLLLELDYADFGCPATTTTATVPTTRPVVREPTALSSSL 
*************** ic*************^^^^^^^^^^^^^^^^^^^^^^^^^^^^^^^ 

P_AAB01322 241 SHVTLASPEETRCHFPPKNAGRLLLELDYADFGCPATTTTATVPTTRPWREPTALSSSL 

DNA44804 301 APTWLSPTAPATEAPSPPSTAPPTVGPVPQPQDCPPSTCLNGGTCHLGTRHHLACLCPEG 
*************************++*+++++++*+++*++++++++++++++++++++ 

P_AAB01322 301 APTWLSPTAPATEAPSPPSTAPPTVGPVPQPQDCPPSTCLNGGTCHLGTRHHLACLCPEG 

DNA44804 361 FTGLYCESQMGQGTRPSPTPVTPRPPRSLTLGIEPVSPTSLRVGLQRYLQGSSVQLRSLR 

P_AAB01322 361 FTGLYCESQMGQGTRPSPTPVTPRPPRSLTLGIEPVSPTSLRVGLQRYLQGSSVQLRSLR 

DNA4 4 804 421 LTYRNLSGPDKRLVTLRLPASLAE YTVTQLRPNAT YSVCVMPLGPGRVPEGEEACGEAHT 
************** *****************************+*+++***** 

P_AAB01322 421 LTYRNLSGPDKRLVTLRLPASLAEYTVTQLRPNATYSVCVMPLGPGRVPEGEEACGEAHT 

DNA4 4 804 4 81 PPAVHSNHAPVTQAREGNLPLLIAPALAAVLLAALAAVGAAYCVRRGRAMAAAAQDKGQV 
*****************^*^^ ic *^^^^^^^^^^^^^^^^^^^^^^^^^^^^^^^^^^^^^ 

P_AAB01322 4 81 PPAVHSNHAPVTQAREGNLPLLIAPALAAVLLAALAAVGAAYCVRRGRAMAAAAQDKGQV 



DNA4 4 804 541 GPGAGPLELEGVKVPLEPGPKATEGGGEALPSGSECEVPLMGFPGPGLQS 



>****************************** *********** + *^^ 
P_AAB01322 541 GPGAGPLELEGVKVPLEPGPKATEGGGEALPSGSECEVPLMGFPGPGLQS 



PLHAKPYI 
********* 

PLHAKPYI 



>2 P_AAY93691 novel polypeptide PR0357 - Homo sapiens. (598 aa) fl seal 
Score = 3135 (1212 bits), Expect =0.0 

Identities = 598/598 (100%), Positives = 598/598 (100%), at 1,1-598,598 

DNA44804 1 MCSRVPLLLPLLLLLALGPGVQGCPSGCQCSQPQTVFCTARQGTTVPRDVPPDTVGLYVF 
********** + **** + * + * + + + i r + i r *i C i r + + + it * + + + + + + + + + + + + + + + + + + + + ^^^^^^^ 

P_AAY93691 1 MCSRVPLLLPLLLLLALGPGVQGCPSGCQCSQPQTVFCTARQGTTVPRDVPPDTVGLYVF 
DNA44804 61 ENGITMLDASSFAGLPGLQLLDLSQNQIASLRLPRLLLLDLSHNSLLALEPGII 



[LDTANVE 

~~-~~~~~~**™************ + * + + + * + + ir + if * + + + + + + + + + + + + + + + + + + + + ^ ic ^^ 
P_AAY93691 61 ENGITMLDASSFAGLPGLQLLDLSQNQIASLRLPRLLLLDLSHNSLLALEPGILDTANVE 
DNA44804 121 



ALRLAGLGLQQLDEGLFSRLRNLHDLDVSDNQLERVPPVIRGLRGLTRLRLAGNTRIAQL 
**** + ********* + ** + * + + * + *+* + + * + + + * + + + + + + + + + + + + + + + + ic + ieie ^ i( ^ ir ^ irir 

P_AAY93691 121 ALRLAGLGLQQLDEGLFSRLRNLHDLDVSDNQLERVPPVIRGLRGLTRLRLAGNTRIAQL 

DNA4 4804 181 RPEDLAGLAALQELDVSNLSLQALPGDLSGLFPRLRLLAAARNPFNCVCPLSWFGPWVRE 

P_AAY93691 181 RPEDLAGLAALQELDVSNLSLQALPGDLSGLFPRLRLLAAARNPFNCVCPLSWFGPWVRE 

^DNA44804 241 SHVTLASPEETRCHFPPKNAGRLLLELDYADFGCPATTTTATVPTTRPWREPTALSSSL 
****** *************************************** ***** + *^^ + + ^ 

• P_AAY93691 241 SHVTLASPEETRCHFPPKNAGRLLLELDYADFGCPATTTTATVPTTRPVVREPTALSSSL 

DNA44804 301 APTWLSPTAPATEAPSPPSTAPPTVGPVPQPQDCPPSTCLNGGTCHLGTRHHLACLCPEG 
****** ********+********+***********************++★+********* 
P_AAY93691 301 APTWLSPTAPATEAPSPPSTAPPTVGPVPQPQDCPPSTCLNGGTCHLGTRHHLACLCPEG 



DNA4 4 804 361 FTGLYCESQMGQGTRPSPTPVTPRPPRSLTLGIEPVSPTSLRVGLQRYLQGSSVQLRSLR 
******************* + ***** if i tilit + + + + + + * + + + + + + + + + + + + + + + + + iei[irieieifi[ 

P_AAY93691 . 361 FTGLYCESQMGQGTRPSPTPVTPRPPRSLTLGIEPVSPTSLRVGLQRYLQGSSVQLRSLR 



DNA4 4 804- 421 LTYRNLSGPDKRLVTLRLPASLAE YTVTQLRPNATYSVCVMPLGPGRVPEGEEACGEAHT 
****************** +++++++++ ^ +++++ ^ + ^ ++ ^^^^ +++++ ^ ++ ^ +++ ^ ++++ ^ 

P_AAY93691 421 LTYRNLSGPDKRLVTLRLPASLAE YTVTQLRPNATYSVCVMPLGPGRVPEGEEACGEAHT 

DNA4 4 804 481 PPAVHSNHAPVTQAREGNLPLLIAPALAAVLLAALAAVGAAYCVRRGRAMAAAAQDKGQV 
************* ************************* ************ + + * + + + ^ + 

P_AAY 93691 4 81 PPAVHSNHAPVTQAREGNLPLLIAPALAAVLIAALAAVGAAYCVRRGRAMAAAAQDKGQV 

DNA44804 541 GPGAGPLELEGVKVPLEPGPKATEGGGEALPSGSECEVPLMGFPGPGLQS PLHAKPYI 
*********** ************************************** + * + ^ + ^ 

P_AAY93691 541 GPGAGPLELEGVKVPLEPGPKATEGGGEALPSGSECEVPLMGFPGPGLQS PLHAKPYI 

>3 P_AAY06484 Human tumour-associated protein PR0357 - Homo sapiens. (598 aa) [1 
seg J 

Score = 3135 (1212 bits), Expect =0.0 

Identities = 598/598 (100%), Positives = 598/598 (100%), at 1,1-598,598 

DNA4 4 80 4 1 MCSRVPLLLPLLLLLALGPGVQGCPSGCQCSQPQTVFCTARQGTTVPRDVPPDTVGLYVF 
**************************** + + 1t + 1 , + + + + + ^ + + ^^ + + + + + + + + ********* 

P_AAY06484 1 MCSRVPLLLPLLLLLALGPGVQGCPSGCQCSQPQTVFCTARQGTTVPRDVPPDTVGLYVF 





DNA4 4 804 


61 


FNGTTMLDA^FAGT.PflT.nT T nT.^ONOT AQT RT dot T T t m oumot t 7\t pd/^tt plttwtittt 
*+++*++*+*****+* + + * + ★ + + + + + + + + + + + * + + + + + + + 


p 


_AAY06484 


61 


ENGITMLDASSFAGLPGLQLLDLSQNQIASLRLPRLLLLDLSHNSLLALEPGILDTANVE 




DNA4 4 804 


121 


ALRLAGLGLOOTiDF.CJT.F^RT.RNT.HDT.nV^ nMOT.FRVPPVTRPT DPT tdt dt nrMTDTum 

+ + + + + * + + * + + + + * + * + + + + + + + + + + + * + * 


p 


AAY06484 


121 


ALRLAGLGLQQLDEGLFSRLRNLHDLDVSDNQLERVPPVIRGLRGLTRLRLAGNTRIAQL 




DNA4 4 804 


181 


RPEDLAGLAALOELDVSNLSLOALPGni.^GT.FPRT.RTJ.AAARMPFMrvrPT QWT^^Pt>J\7Dc , 

+ **** + + + ilr* + + + + + * + * + **** + + * + * + + ***^ 


p 


_AAY064 84 


181 


RPEDLAGLAALQELDVSNLSLQALPGDLSGLFPRLRLLAAARNPFNCVCPLSWFGPWVRE 




DNA4 4 804 


241 


SHVTLASPEETRCHFPPKNAGRLLLELDYAnFGrPATTTTATVPTTRPWRFPT2VT cqct 


p 


AAY06484 


241 


SHVTLASPEETRCHFPPKNAGRLLLELDYADFGCPATTTTATVPTTRPWREPTALSSSL 




DNA4 4 804 


301 


APTWLSPTAPATEAPSPPSTAPPTVGPVPOPOnr'PP^TrT.hJn^TrHT r^TRHHT an ppfp 


p_ 


_AAY064 8 4 


301 


APTWLSPTAPATEAPSPPSTAPPTVGPVPQPQDCPPSTCLNGGTCHLGTRHHLACLCPEG 




DNA4 4804 


361 


FTGLYCESOMGOGTRPS PTPVTPRPPR^T.TT.GTFPV^PT^T RVftT ORYT nr^QVOT rct r 

+***+*+**+*********+*******++*+*++++****+*+*++**+*+*+*++*++^ 


p_ 


_AAY064 84 


361 


FTGLYCESQMGQGTRPSPTPVTPRPPRSLTLGIEPVSPTSLRVGLQRYLQGSSVQLRSLR 




DNA4 4 804 


421 


LTYRNLSGPDKRLVTLRLPASLAFYTVTOT.RPNATY^VrVMPT f^Pf^RVPFPFF APPP A HT 


p_ 


_AAY064 8 4 


421 


LTYRNLSGPDKRLVTLRLPASLAEYTVTQLRPNATYSVCVMPLGPGRVPEGEEACGEAHT 




DNA44804 


481 


PPAVHSNHAPVTQAREGNLPLLIAPALAAVLLAALAAVGAAYCVRRGRAMAAAAQDKGQV 


p_ 


_AAY064 84 


481 


PPAVHSNHAPVTQAREGNLPLLIAPAIWWLIAAI^ 




DNA44804 


541 


GPGAGPLELEGVKVPLEPGPKATEGGGEALPSGSECEVPLMGFPGPGLQSPLHAKPYI 


p_ 


AAY06484 


541 


GPGAGPLELEGVKVPLEPGPKATEGGGEALPSGSECEVPLMGFPGPGLQSPLHAKPYI 


>4 P_AAY17831 
Score = 3126 
Identities = 


Human PR0357 protein sequence - Homo sapiens. (598 aa) [1 seg] 
(1208 bits), Expect = 0.0 

597/598 (99%), Positives = 597/598 (99%), at 1,1-598,598 




DNA44804 


1 


MCSRVPLLLPLLLLLALGPGVQGCPSGCQCSQPQTVFCTARQGTTVPRDVPPDTVGLYVF 


P_ 


AAY17831 


1 


MCSRVPLLLPLLLLLALGPGVQGCPSGCQCSQPQTVFCTARQGTTVPRDVPPDTVGLYVE 




DNA44804 


61 


ENGITMLDASSFAGLPGLQLLDLSQNQIASLRLPRLLLLDLSHNSLLALEPGILDTANVE 


P_ 


AAY17831 


61 


ENGITMLDASSFAGLPGLQLLDLSQNQIASLRLPRLLLLDLSHNSLLALEPGILDTANVE 



DNA4 4 804 121 ALRLAGLGLQQLDEGLFSRLRNLHDLDVSDNQLERVPPVIRGLRGLTRLRLAGNTRIAQL 

P_AAY17 831 121 ALRLAGLGLQQLDEGLFSRLRNLHDLDVSDNQLERVPPVIRGLRGLTRLRLAGNTRIAQL 

DNA4 4 804 181 RPEDLAGLAALQELDVSNLSLQALPGDLSGLFPRLRLLAAARNPFNCVCPLSWFGPWVRE 

P_AAY17 8 31 181 RPEDLAGLAALQELDVSNLSLQALPGDLSGLFPRLRLLAAARNPFNCVCPLSWFGPWVRE 

DNA4 4 804 241 SHVTLASPEETRCHFPPKNAGRLLLELDYADFGCPATTTTATVPTTRPVVREPTALSSSL 



P_AAY17831 241 SHVTLASPEETRCHFPPKNAGRLLLELDYADFGCPATTTTATVPTTRPWREPTALSSSL 

DNA44804 301 APTWLSPTAPATEAPSPPSTAPPTVGPVPQPQDCPPSTCLNGGTCHLGTRHHLACLCPEG 
*************** 

P_AAY17831 301 APTWLSPTAPATEAPSPPSTAPPTVGPVPQPQDCPPSTCLNGGTCHLGTRHHLACLCPEG 



DNA44804 361 FTGLYCESQMGQGTRPSPTPVTPRPPRSLTLGIEPVSPTSLRVGLQRYLQGSSVQLRSLR 
********* + *** + + **ir + + + + + * + * ir + + + + + + + + + + + + + + + + + + + + + ici( ^ ir ^ i[ir ^^ ir ^^ 

P_AAY17831 361 FTGLYCESQMGQGTRPSPTPVTPRPPRSLTLGIEPVSPTSLRVGLQRYLQGSSVQLRSLR 

DNA4 4 804 421 LTYRNLSGPDKRLVTLRLPASLAEYTVTQLRPNATYSVCVMPLGPGRVPEGEEACGEAHT 

P_AAY1 7 831 4 21 LTYRNLSGPDKRLVTLRLPASLAEYTVTQLRPNATYSVCVMPLGPGRVPEGEEACGEAHT 

DNA4 4 804 4 81 PPAVHSNHAPVTQAREGNLPLLIAPALAAVLIAALAAVGAAYCVRRGRAMAAAAQDKGQV 
************** * + *** + * + + *** + i r** + i r + itit * 1r 4 r + 4ti[ i e i eieit i f i eirit + ir + iri[i[ieie + i[1e 

P_AAY1 7 831 4 81 P PAVH S NHAPVTQAREGNL PLL I APALAAVLLAALAAVGAA YC VRRG RAMAAAAQ DKGQV 

DNA44804 541 GPGAGPLELEGVKVPLEPGPKATEGGGEALPSGSECEVPLMGFPGPGLQSPLHAKPYI 
***+*********+********+***+*+++ ****+*+****^ +Jr+++++++++++++ 

P_AAY17831 541 GPGAGPLELEGVKVPLEPGPKATEGGGEALPSGSECEVPLMGFPGPGLQSPLHAKPYI 

>5 P_AAB65166 Human PR01282 (UNQ652) protein sequence SEQ ID NO: 52 - Homo (673 
aa) [1 seg] 
Score = 2946 (1139 bits), Expect = 0.0 



MCSRVPLLLPLLLLLALGPGVQGCPSGCQCSQPQTVFCTARQGTTVPRDVPPDTVGLYVF 
********+*******+ ++++ * ++++++++ ^ ++++ ^^ ++++ ^ +++ ^ ++it ^ + ^ + ^ + ^^ + ^ + 

MCSRVPLLLPLLLLLALGPGVQGCPSGCQCSQPQTVFCTARQGTTVPRDVPPDTVGLYVF 



1, 1-598, 673 




DNA44804 


1 


P_AAB65166 


1 


DNA4 4 804 


61 


P_AAB65166 


61 


DNA4 4 804 


73 


P_AAB65166 


121 


DNA4 4 804 


106 


P_AAB65166 


181 


DNA44804 


166 


P_AAB65166 


241 


DNA44804 


226 1 


P_AAB65166 


301 1 


DNA4 4 804 


286 : 


P AAB65166 


361 1 



-GITMLDAS SF 



* * * * 



ENGITMLDAGSFAGLPGLQLLDLSQNQIASLPSGVFQPLANLSNLDLTANRLHEITNETF 

AGLPGLQLLDLSQNQIAS . LRLPRLLLLDLSHNS 

** *. * * .*.* *************** 

RGLRRLERLYLGKNRI RH IQPGAFDTLDRLLELKLQDNELRALPPLRL PRLLLLDLS HNS 



LLALEPGILDTANVEALRLAGLGLQQLDEGLFSRLRNLHDLDVSDNQLERVPPVIRGLRG 
********************* + * + * + *** + * + i t4fir + + ir + * + + + + + + + + + + + + + + + + + t + + 

LLALEPGILDTANVEALRLAGLGLQQLDEGLFSRLRNLHDLDVSDNQLERVPPVIRGLRG 

LTRLRLAGNTRIAQLRPEDLAGLAALQELDVSNLSLQALPGDLSGLFPRLRLLAAARNPF 
* + + * + * + + + + + + + + + + + + + + + + + + + + + + + + + + + + + + + + + 



NCVCPLSWFGPWVRESHVTLASPEETRCHFPPKNAGRLLLELDYADFGCPATTTTATVPT 

NCVCPLSWFGPWVRESHVTLASPEETRCHFPPKNAGRLLLELDYADFGCPATTTTATVPT 

TRPVVREPTALSSSLAPTWLSPTAPATEAPSPPSTAPPTVGPVPQPQDCPPSTCLNGGTC 
*************** + ******* + * + * ifir + it * + + + + + + + + + + + + + + ie i e + ieitieifikicit j f4eieie 



DNA44804 34 6 HLGTRHHLACLCPEGFTGL YCESQMGQGTRPS PT PVTPRPPRSLTLG I EPVS PTSLRVGL 

D ************************************************************ 

P_AAB65166 421 HLGTRHHLACLCPEGFTGLYCESQMGQGTRPSPTPVTPRPPRSLTLGIEPVS PTSLRVGL 

DNA44804 406 _ _ iiJlxiJlr _ 

-p VO x,t VCVMPLGP 



QRYLQGSSVQLRSLRLTYRNLSGPDKRLVTLRLPASLAEYTVTQLRPNATYSVCVMPLGP 
P_AAB651 66 4 8 1 QRYLQGSSVQLRSLRLTYRNLSGPDKRLVTLRLPASLAEYTVTQLRPNATYS 

DNA4 4 804 4 66 GRVPEGE EACGEAHT P PAVH S NHAPVTQAREGNL PLLI APALAAVLLAALAAVGAAYCVR 
P_AAB65166 541 GRVPEGEEACGEAHTPPAVHSNHAPVTQAREGNLPLLIAPALAAVLLAALAAVGAAYCVR 

tpg 



******************************************* + *^^^^ +Jc< . < . 

GRVPEGEEACGEAHTPPAVHSNHAPVTi 

DNA44804 526 RGRAMAAAAQDKGQVGPGAGPLELEGVKVPLEPGPKATEGGGEALPSGSECEVPLMGFE 
**********************************************^^^ < .^^ 

P_AAB65166 601 RGRAMAAAAQDKGQVGPGAGPLELEGVKVPLEPGPKATEGGGEALPSGSECEVPLMGFPG 

DNA44804 586 PGLQSPLHAKPYI 
************* 

P_AAB65166 661 PGLQSPLHAKPYI 

>6 P_AAB87533 Human PR01282 - Homo sapiens. [673 aa) [1 seal 
Score = 2946 (1139 bits), Expect =0.0 

Jl-598^673 = 582/673 (86%> ' P ° SitiVeS = 588/673 (86%) ' Ga P s = 75/673 (11%), at 



DNA4 4804 1 MCSRVPLLLPLLLLLALGPGVQGCPSGCQCSQPQTVFCTARQGTTVPRDVPPDTVGLYVF 
************ ******************************** ^^^^^ ^ t 

P_AAB87533 1 MCSRVPLLLPLLLLLALGPGVQGCPSGCQCSQPQTVFCTARQGTTVPRDVPPDTVGLYVF 



DNA44804 61 EN GITMLDAS SF 



* * 



P_AAB87533 61 ENGITMLDAGSFAGLPGLQLLDLSQNQIASLPSGVFQPLANLSNLDLTANRLHE 



* _ * * * 

ITNETF 

DNA44804 73 AGLPGLQLLDLSQNQIAS LRLPRLLLLDLSHNS 

** ** * * * * ********* 

P_AAB87533 121 RGLRRLERLYLGKNRIRHIQPGAFDTLDRLLELKLQDNELRALPPLRLPRLLLLDLSHNS 

DNA4 4804 106 LLALEPGILDTANVEALRLAGLGLQQLDEGLFSRLRNLHDLDVSDNQLERVPPVIRGLRG 

P_AAB87533 181 LLALEPGILDTANVEALRLAGLGLQQLDEGLFSRLRNLHDLDVSDNQLERVPPVIRGLRG 

DNA4 4 804 166 LTRLRLAGNTRIAQLRPEDLAGLAALQELDVSNLSLQALPGDLSGLFPRLRLLAAARNPF 
********************* 

P AAB87533 241 



LTRLRLAGNTRIAQLRPEDLAGLAALQELDVSNLSLQALPGDLSGLFPRLRLLAAARNPF 

DNA44804 226 NCVCPLSWFGPWVRESHVTLASPEETRCHFPPKNAGRLLLELDYADFGCPATTTTATVPT 
***************** + *** + + + *** + *** + i e * + *** + + + + + + + + + + + + irieititieif4fir1tit 

P AAB87533 301 



DNA44804 286 



NCVCPLSWFGPWVRESHVTLASPEETRCHFPPKNAGRLLLELDYADFGCPATTTTATVPT 

TRPWREPTALSSSLAPTWLSPTAPATEAPSPPSTAPPTVGPVPQPQDCPPSTCLNGGTC 

P_AAB87533 361 TRPWREPTALSSSLAPTWLSPTAPATEAPSPPSTAPPTVGPVPQPQDCPPSTCLNGGTC 

DNA44804 346 HLGTRHHLACLCPEGFTGL YCESQMGQGTRPS PTPVTPRPPRSLTLGIEPVS PTSLRVGL 
******************************************* +++4++++4+A+#++++ 

P_AAB87533 421 HLGTRHHLACLCPEGFTGLYCESQMGQGTRPSPTPVTPRPPRSLTLGI EPVS PTSLRVGL 



DNA44804 406 QRYLQGSSVQLRSLRLTYRNLSGPDKRLVTLRLPASLAEYTVTQLRPNATYSVCVMPLGP 
*** + + + ** + **** + ** + + + +** + ** + + + + + * + + + * + + + + + + + + ieirifirir + if + + + ^j c ^j r + ir ^ 

P_AAB87533 4 81 QRYLQGSSVQLRSLRLTYRNLSGPDKRLVTLRLPASLAEYTVTQLRPNATYSVCVMPLGP 



4804 466 GRVPEGEEACGEAHTPPAVHSNHAPVTQAREGNLPLLIAPALAAVLLAALAAVGAAYCVR 

*******************+************+********* 

P_AAB87533 541 GRVPEGEEACGEAHTPPAVHSNHAPVTQAREGNLPLLIAPALAAVLLAALAAVGAAYCVR 



DNA44804 526 RGRAMAAAAQDKGQVGPGAGPLELEGVPCVPLEPGPKATEGGGEALPSGSECEVPLMGFPG 

P_AAB87533 601 RGRAMAAAAQDKGQVGPGAGPLELEGVKVPLEPGPKATEGGGEALPSGSECEVPLMGFPG 

DNA4 4 804 58 6 PGLQSPLHAKPYI 

P_AAB87533 661 PGLQSPLHAKPYI 

>7 P_AAB07428 leucine-rich surface glycoprotein (LRSG) - Homo sapiens. (673 aa) 
[1 seg] 

Score = 2946 (1139 bits), Expect - 0.0 

•Identities = 582/673 (86%), Positives = 588/673 (86%), Gaps = 75/673 (11%), at 
1/ 1—598, 673 

DNA4 4 804 1 MCSRVPLLLPLLLLLALGPGVQGCPSGCQCSQPQTVFCTARQGTTVPRDVPPDTVGLYVF 

P_AAB07428 1 MCSRVPLLLPLLLLLALGPGVQGCPSGCQCSQPQTVFCTARQGTTVPRDVPPDTVGLYVF 



DNA44804 61 EN GITMLDAS- 



-SF 



P_AAB07428 61 ENGITMLDAGSFAGLPGLQLLDLSQNQIASLPSGVFQPLANLSNLDLTANRLHEITNETF 

DNA4 4 804 73 AGLPGLQLLDLSQNQIAS LRLPRLLLLDLSHNS 

** *. * * . + .* *************** 
P_AAB07428 121 RGLRRLERLYLGKNRIRHIQPGAFDTLDRLLELKLQDNELRALPPLRLPRLLLLDLSHNS 

DNA4 4 804 106 LLALE PG I LDTAN VEALRLAGLGLQQLDEGLFS RLRNLHDLDVS DNQLERVP PVI RGLRG 

P_AAB07 4 28 181 LLALEPGILDTANVEALRLAGLGLQQLDEGLFSRLRNLHDLDVSDNQLERVPPVI RGLRG 

DNA4 4 804 166 LTRLRLAGNTRIAQLRPEDLAGLAALQELDVSNLSLQALPGDLSGLFPRLRLLAAARNPF 

P_AAB07428 241 LTRLRLAGNTRIAQLRPEDLAGLAALQELDVSNLSLQALPGDLSGLFPRLRLLAAARNPF 

DNA4 4804 226 NCVCPLSWFGPWVRESHVTLASPEETRCHFPPKNAGRLLLELDYADFGCPATTTTATVPT 

P_AAB07428 301 NCVCPLSWFGPWVRESHVTLASPEETRCHFPPKNAGRLLLELDYADFGCPATTTTATVPT 

DNA4 4804 286 TRPWREPTALSSSLAPTWLSPTAPATEAPSPPSTAPPTVGPVPQPQDCPPSTCLNGGTC 

P_AAB07 4 28 361 TRPWREPTALSSSLAPTWLSPTAPATEAPSPPSTAPPTVGPVPQPQDCPPSTCLNGGTC 

DNA4 4 804 34 6 HLGTRHHLACLCPEGFTGLYCESQMGQGTRPSPTPVTPRPPRSLTLGIEPVSPTSLRVGL 

P_AAB074 28 4 21 HLGTRHHLACLCPEGFTGLYCESQMGQGTRPSPTPVTPRPPRSLTLGIEPVSPTSLRVGL 

DNA4 4804 406 QRYLQGSSVQLRSLRLTYRNLSGPDKRLVTLRLPASLAEYTVTQLRPNATYSVCVMPLGP 

P_AAB074 28 4 81 QRYLQGSSVQLRSLRLTYRNLSGPDKRLVTLRLPASLAEYTVTQLRPNATYSVCVMPLGP 



DNA44804 466 



GRVPEGEEACGEAHTPPAVHSNHAPVTQAREGNLPLLIAPALAAVLLAALAAVGAAYCVR 



P_AAB074 28 541 GRVPEGEEACGEAHTPPAVHSNHAPVTQAREGNLPLLIAPALAAVLLAALAAVGAA 



YCVR 

DNA4 4804 526 RGRAMAAAAQDKGQVGPGAGPLELEGVKVPLEPGPKATEGGGEALPSGSECEVPLMGFPG 

************ 



P AAB07428 601 



************************************** +++++++++ ^ 



RGRAMAAAAQDKGQVGPGAGPLELEGVKVPLEPGPKATEGGGEALPSGSECEVPLMGFPG 



DNA4 4 804 586 PGLQS PLHAKPYI 
************* 

P_AAB07428 661 PGLQS PLHAKPYI 



>8 CAC4 9977.1 unnamed protein product - Homo sapiens (673 aa) fl seal 
Score = 2941 (1137 bits), Expect = 0.0 

i 1 ? 6 ^^ 3 = 581/673 (86%) ' Positives = 587/673 (86%), Gaps = 75/673 (11%), at 
1 1 l-*598 , 673 



DNA44804 1 

***********-*.**- + 4--*+*.*J,J.J.AJ.J.J.J.J.J_ J __._ . . . , 

******* 

VGLYVF 

DNA44804 61 EN — -GITMLDAS- 



MCSRVPLLLPLLLLLALGPGVQGCPSGCQCSQPQTVFCTARQGTTVPRDVPPDTVGLYVF 
****************************** + ^ + ^ + + ^ + ******* „ 

CAC4 9977 . 1 1 MCSRVPLLLPLLLLLALGPGVQGCPSGCQCSQPQTVFCTARQGTTVPRDVPPDT 



* * 



* * * * 



-SF 



CAC4 9977 . 1 61 ENGITMLDAGSFAGLPGLQLLDLSQNQIASLPSGVFQPLANLSNLDLTANRLHEITNETF 
DNA44804 73 AGLPGLQLLDLSQNQIAS LRLPRLLLLDLSHNS 

** *. * * .*.* *************** 

CAC49977. 1 121 RGLRRLERLYLGKNRIRHIQPGAFDTLDRLLELKLQDNELRALPPLRLPRLLLLDLSHNS 

DNA44804 106 LLALEPGILDTANVEALRLAGLGLQQLDEGLFSRLRNLHDLDVSDNQLERVPPVIRGLRG 

CAC49977. 1 181 LLALEPGILDTANVEALRLAGLGLQQLDEGLFSRLRNLHDLDVSDNQLERVPPVIRGLRG 

DNA44804 166 LTRLRLAGNTRIAQLRPEDLAGLAALQELDVSNLSLQALPGDLSGLFPRLRLLAAARNPF 

CAC49977. 1 241 LTRLRLAGNTRIAQLRPEDLAGLAALQELDVSNLSLQALPGDLSGLFPRLRLLAAARNPF 

DNA4 4804 226 NCVCPLSWFGPWVRESHVTLASPEETRCHFPPKNAGRLLLELDYADFGCPATTTTATVPT 
************************ ************** ********************** 

CAC49977. 1 301 NCVCPLSWFGPWVRESHVTLASPEETRCHFPPKNAGRLLLELDYADFGCPATTTTATVPT 



DNA44804 286 TRPWREPTALSSSLAPTWLSPTAPATEAPSPPSTAPPTVGPVPQPQDCPPSTCLNGGTC 
*********************** ********************** ************** 

CAC4 9977 .1 361 TRPWREPTALSSSLAPTWLSPTEPATEAPSPPSTAPPTVGPVPQPQDCPPSTCLNGGTC 



DNA4 4804 34 6 HLGTRHHLACLCPEGFTGLYCESQMGQGTRPSPTPVTPRPPRSLTLGIEPVSPTSLRVGL 
CAC49977 .1 421 HLGTRHHLACLCPEGFTGLYCESQMGQGTRPSPTPVTPRPPRSLTLGIEPVSPTSLRVGL 



DNA44804 406 QRYLQGSSVQLRSLRLTYRNLSGPDKRLVTLRLPASLAEYTVTQLRPNATYSVCVMPLGP 
CAC4 9977. 1 4 81 QRYLQGSSVQLRSLRLTYRNLSGPDKRLVTLRLPASLAEYTVTQLRPNATYSVCVMPLGP 
DNA44804 466 GRVPEGEEACGEAHTPPAVHSNHAPVTQAREGNLPLLIAPALAAVLLAALAAVGAAY 



\YCVR 
********* 

CAC4 9977.1 541 



GRVPEGEEACGEAHTPPAVHSNHAPVTQAREGNLPLLIAPALAAVLLAALAAVGAAYCVR 



DNA44804 526 



RGRAMAAAAQDKGQVGPGAGPLELEGVKVPLEPGPKATEGGGEALPSGSECEVPLMGFPG 
„_ n „„ ************************************************************ 

CAC4 9977 . 1 601 RGRAMAAAAQDKGQVGPGAGPLELEGVKVPLEPGPKATEGGGEALPSGSECEVPLMGFPG 

DNA44804 586 PGLQSPLHAKPYI 
************* 

CAC4 9977.1 661 PGLQSPLHAKPYI 

>9P_ AAB38400 Fragment of human secreted protein encoded by gene 3 clone HSYAV50 
- Homo sapiens. (723 aa) [1 seg] 3U 
Score = 2792 (1080 bits), Expect = 0.0 

l"2-598^3 = 560/673 (83%) ' P0Sit±VeS = 568/673 < 84% >' Ga PS = 76/673 (11%), at 
DNA4 4804 1 MCSRVPLLLPLLLLLALGPGVQGCPSGCQCSQPQTVFCTARQGTTVPRDVPPDTVGLYVF 

*********************************************,**^ i ^, l .^^ 

P_AAB38400 52 MCSRVPLLLPLLLLLALGPGVQGCPSGCQCSQPQTVFCTARQGTTVPRDVPPDTVGLYVF 
DNA44804 61 EN GITMLDAS SF 



* ** + 



P_AAB38400 112 ENGITMLDAGSFAGLPGLQLLDLSQNQIASLPSGVFQPLANLSNLDLTANRLHEITNETF 
DNA44804 73 AGLPGLQLLDLSQNQIAS LRLPRLLLLDLSHNS 

* * * * * * * + * + + 

P_AAB38400 172 RGLRRLERLYLGKNRIRHIQPGAFDTLDRLLELKLQDNELRALPPLRLPRLLLLDLSHNS 

DNA44804 106 LLALEPGILDTANVEALRLAGLGLQQLDEGLFSRLRNLHDLDVSDNQLERVPPVIRGLRG 
************************************************* + * # ^, l . til: ^ 

P_AAB38400 232 LLALEPGILDTANVEALRLAGLGLQQLDEGLFSRLRNLHDLDVSDNQLERVPPVIRGLRG 
DNA44804 166 LTRLRLAGNTRIAQLRPEDLAGLAALQELDVSNLSLQALPGDLSGLFPRLRLLAAARNPF 

******************** ^tHtH*****************!,***.********** 

P_AAB384 00 292 LTRLRLAGNTRIAQLRPEDLAGLAALQELDVSNLSLQALPGDLSGLFPRLRLLAAARNPF 

DNA44804 226 NCVCPLSWFGPWVRESHVTLASPEETRCHFPPKNAGRLLLELDYADFGCPATTTTATVPT 
********************************************* + * + ^ + ^ iti ^ < . 

P_AAB384 00 352 NCVCPLSWFGPWVRESHVTLASPEETRCHFPPKNAGRLLLELDYADFGCPATTTTATVPT 
DNA44804 286 TRPWREPTALSSSLAPTWLSPTAPATEAPSPPSTAPPTVGPVPQPQDCPPSTCLNGGTC 
P_AAB38400 412 TRPWREPTALSSSLAPTWLSPTAPATEAPSPPSTAPPTVGPVPQPQDCPPSTCLNGGTC 



DNA44804 346 HLGTRHHLACLCPEGFTGLYCESQMGQGTRPSPTPVTPRPPRSLTLGIEPVSPTSLRV 



WGL 

t ********** * 

P AAB38400 472 



************************** + ****** vl: * + + 1 . i< . (l . i + + + + + < 



HLGTRHHLACLCPEGFTGLYCESQMGQGTRPSPTPVTPRPPRSLTLGIEPVSPTSLRVGL 

DNA44804 406 QRYLQGSSVQLRSLRLTYRNLSGPDKRLVTLRLPASLAEYTVTQLRPNATYSVCVMPLGP 
******************** ******************* *** iJttt + t + 4Jtt< . ijtitJttjti 

P_AAB38400 532 QRYLQGSSVQLRSLRLTYRNLSGPDKRLVTLRLPASLAEYTVTQLRPNATYSVCVMPLGP 

DNA4 4 804 4 66 GRVPEGEEACGEAHTPPAVHSNHAPVTQAREGNLPLLIAPALAAVLLAALAAVGAAYCVR 
****** *************************** t************^^^^^ 

P_AAB38400 592 GRVPEGEEACGEAHTPPAVHSNHAPVTQAREGNLPLLIAPALAAVLLAALAAVGAAYCVR 



DNA44804 526 



RGRAMAAAAQDKGQVGPGAGPLELEGVKVPLEPGPKATEGGGEALPSGSECEVPLMGFPG 
*************************** i-********.,.^ ^ + 



V 



P_AAB38400 652 RGRAMAAAAQDKGQVGPGAGPLELEGVKVPLEPGPKATEAVERPCPAGLSVKCHSWASKA 
DNA44804 586 PGLQSPLHAKPYI 



P_AAB38400 712 -WPQSPLHAKPYI 



P -AAB38323 Human secreted protein encoded by gene 3 clone HSYAV50 - Homo tf\ 
(o/j aa) [1 seg] VJW 1 
Score = 2792 (1080 bits), Expect =0.0 ^ 

l"-59^6?2 = 560/673 (83%> ' P ° SitiVeS = 568/673 (84% >' Ga P s " 76 /673 (11%), at W 

DNA4 4 804 1 MCSRVPLLLPLLLLLALGPGVQGCPSGCQCSQPQTVFCTARQGTTVPRDVPPDTVGLYVF V 
P_AAB38323 1 MCSRVPLLLPLLLLLALGPGVQGCPSGCQCSQPQTVFCTARQGTTVPRDVPPDTVGLYVF 

DNA4 4804 61 EN GITMLDAS 

** *. .** * * 

P_AAB38323 61 ENGITMLDAGSFAGLPGLQLLDLSQNQIASLPSGVFQPLANLSNLDLTANRLHEITNETF 

DNA44804 73 AGLPGLQLLDLSQNQIAS LRLPRLLLLDLSHNS 

P_AAB38323 121 RGLRRLERLYLGKNRIRHIQPGAFDTLDRLLELKLQDNELRALPPLRLPRLLLLDLSHNS 

DNA44804 106 LLALEPGILDTANVEALRLAGLGLQQLDEGLFSRLRNLHDLDVSDNQLERVPPVIRGLRG 
************************** *************** i************^,,.^ 

P_AAB38323 181 LLALEPGILDTANVEALRLAGLGLQQLDEGLFSRLRNLHDLDVSDNQLERVPPVIRGLRG 

DNA44804 166 LTRLRLAGNTRIAQLRPEDLAGLAALQELDVSNLSLQALPGDLSGLFPRLRLLAAARNPF 
********** *************************************** ^^^^ 

P_AAB38323 241 LTRLRLAGNTRIAQLRPEDLAGLAALQELDVSNLSLQALPGDLSGLFPRLRLLAAARNPF 

DNA4 4804 226 NCVCPLSWFGPWVRESHVTLAS PEETRCHFPPKNAGRLLLELDYADFGCPATTTTATVPT 
****************************** *********************** + t< . + ^ 4 

P_AAB38323 301 NCVCPLSWFGPWVRESHVTLAS PEETRCHFPPKNAGRLLLELDYADFGCPATTTTATVPT 

DNA44804 286 TRPWREPTALSSSLAPTWLSPTAPATEAPSPPSTAPPTVGPVPQPQDCPPSTCLNGGTC 
****************** ************************ ******** 4< . + + iki + it)t< . 

P_AAB38323 361 TRPWREPTALSSSLAPTWLSPTAPATEAPSPPSTAPPTVGPVPQPQDCPPSTCLNGGTC 

DNA44 804 34 6 HLGTRHHLACLCPEGFTGLYCESQMGQGTRPSPTPVTPRPPRSLTLGIEPVSPTSLRVGL 
******************************** ************** **** ii + + tl . ii( . <r 

P_AAB38323 421 HLGTRHHLACLCPEGFTGLYCESQMGQGTRPSPTPVTPRPPRSLTLGIEPVSPTSLRVGL 

DNA44804 406 QRYLQGSSVQLRSLRLTYRNLSGPDKRLVTLRLPASLAEYTVTQLRPNATYSVCVMPLGP 
*********** ******************************** i*******^,,.^^ 

P_AAB38323 481 QRYLQGSSVQLRSLRLTYRNLSGPDKRLVTLRLPASLAEYTVTQLRPNATYSVCVMPLGP 

DNA44 804 4 66 GRVPEGEEACGEAHTPPAVHSNHAPVTQAREGNLPLLIAPALAAVLLAALAAVGAAYCVR 
************************************************** * + i + it<r4>l)tJ: 

P_AAB38323 541 GRVPEGEEACGEAHTPPAVHSNHAPVTQAREGNLPLLIAPALAAVLLAALAAVGAAYCVR 

DNA4 4 804 526 RGRAMAAAAQDKGQVGPGAGPLELEGVKVPLEPGPKATEGGGEALPSGSECEVPLMGFPG 
i************************************^ ^ ^ 

P_AAB38323 601 RGRAMAAAAQDKGQVGPGAGPLELEGVKVPLEPGPKATEAVERPCPAGLSVKCHSWASKA 

DNA44 804 586 PGLQSPLHAKPYI 



P_AAB38323 661 -WPQSPLHAKPYI 

>11 P_AAY66643 Membrane-bound protein PR01282 - Homo sapiens. (611 aa) [1 seal 
Score = 2405 (931 bits), Expect =0.0 9J 

l"-598"u = 502/673 <74%> ' P0SitiVSS = 512/673 (75% >' Ga PS - 137/673 (20%), a 

DNA4 4804 1 MCSRVPLLLPLLLLLALGPGVQGCPSGCQCSQPQTVFCTARQGTTVPRDVPPDTVGLYVF 
P_AAY6664 3 1 MCSRVPLLLPLLLLLALGPGVQGCPSGCQCSQPQTVFCTARQGTTVPRDVPPDTVGLYVF 

DNA44804 61 EN GITMLDAS QP 

** *.. .** * * 

P_AAY6664 3 61 ENGITMLDAGSFAGLPGLQLLDLSQNQIASLPSGVFQPLANLSNLDLTANRLHEITNETF 

DNA44804 73 AGLPGLQLLDLSQNQIAS LRLPRLLLLDLSHNS 

* * * * * * * 

• • *************** 

P_AAY6664 3 121 RGLRRLERLYLGKNRIRHIQPGAFDTLDRLLELKLQDNELRALPPLRLPRLLLLDLSHNS 

DNA44804 106 LLALEPGILDTANVEALRLAGLGLQQLDEGLFSRLRNLHDLDVSDNQLERVPPVIRGLRG 
******************* **************** *********************^ + )l . 

P_AAY66643 181 LLALEPGILDTANVEALRLAGLGLQQLDEGLFSRLRNLHDLDVSDNQLERVPPVIRGLRG 

DNA44804 166 LTRLRLAGNTRIAQLRPEDLAGLAALQELDVSNLSLQALPGDLSGLFPRLRLLAAARNPF 
************************************************************ 

P_AAY6664 3 241 LTRLRLAGNTRIAQLRPEDLAGLAALQELDVSNLSLQALPGDLSGLFPRLRLLAAARNPF 

DNA4 4804 226 NCVCPLSWFGPWVRESHVTLASPEETRCHFPPKNAGRLLLELDYADFGCPATTTTATVPT 

P_AAY6664 3 301 NCVCPLSWFGPWVRESHVTLASPEETRCHFPPKNAGRLLLELDYADFGCPATTTTATVPT 

DNA44804 286 TRPWREPTALSSSLAPTWLSPTAPATEAPSPPSTAPPTVGPVPQPQDCPPSTCLNGGTC 

P_AAY66643 361 TRPWREPTALSSSLAPTWLSPTAPATEAPSPPSTAPPTVGPVPQPQDCPPSTCLNGGTC 

DNA4 4 804 34 6 HLGTRHHLACLCPEGFTGLYCESQMGQGTRPS PTPVTPRPPRSLTLGIEPVSPTSLRVGL 
********************************************** ************* + 

P_AAY6664 3 421 HLGTRHHLACLCPEGFTGLYCESQMGQGTRPSPTPVTPRPPRSLTLGIEPVSPTSLRVGL 

DNA4 4804 406 QRYLQGSSVQLRSLRLTYRNLSGPDKRLVTLRLPASLAEYTVTQLRPNATYSVCVMPLGP 
**************** ^ * ^ 

P_AAY66643 481 QRYLQGSSVQLRSLRLVHSN HAPVTQAR 

DNA4 4804 4 66 GRVPEGEEACGEAHTPPAVHSNHAPVTQAREGNLPLLIAPALAAVLLAALAAVGAAYCVR 

* • * ** * * *** ********** 

P_AAY66643 509 EGNLPLLI APA LAAVLLAAL AAVGAAYCVR 

DNA4 4 804 526 RGRAMAAAAQDKGQVGPGAGPLELEGVKVPLEPGPPCATEGGGEALPSGSECEVPLMGFPG 
RGRAMAAAAQDKGQVGPGAGPLELEGVKVPLEPGPKATEGGGEALPSGSECEVPLMGFPG 



P_AAY66643 539 

DNA44804 586 PGLQSPLHAKPYI 
P_AAY66643 599 PGLQSPLHAKPYI 



